REMARKS 



The specification has been amended to recite the priority data, to amend various 
paragraphs to correct typographical errors, to include sequence identifiers for amino acid 
sequences disclosed in the specification, to cancel claims 1-37 of the PCT application, and to 
add new claims 38-60. Support for the new claims is found in the specification and claims as 
originally filed. In addition, the specification has been amended to replace the Sequence 
Listing with a substitute Sequence Listing that includes two additional sequences disclosed in 
the specification. 

No new matter is added by this amendment. The filing fee has been calculated after 
amendment of the claims by the preliminary amendment. 

Should any additional fees under 37 C.F.R. §§ 1.16 to 1.21 be required, the 
Commissioner is hereby authorized to deduct said fees from Fulbright & Jaworski Deposit 
Account No. 50-1212/SONN:078US. 
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SEQUENCE LISTING 



<110> MEINKE, ANDREAS 
MIN BUI, DUC 

' NAGY, ESZTER 

<120> S. Epidermidis Antigens 

<130> SONN:078US 

<14 0> UNKNOWN 

<140> 2005-09-30 



<150> 
<151> 


PCT/EP2 0 04/0033 98 
2004-03-31 










<150> 
<151> 


EP03450078.5 
2003-03-31 












<160> 


64 














<170> 


Patentln version 3.1 










<210> 
<211> 
<212> 
<213> 


1 

2028 
DNA 

Staphylococcus 


epidermidis 








<400> 1 
atgaagagaa 


cagataaaat 


tggtgtctac 


ctcaagctgt 


catgtt c tgc 


gttgttact t 


6 0 


agtggttcgc 


tggttggtta 


tggcttcaca 


aaagatgctt 


t tgcagat tc 


agaaagtaca 


12 0 


tcatcaaatg 


ttgaaaatac 


ttctaatagt 


aactccatcg 


ctgacaaaat 


ccaacaagc t 


18 0 


aaagatgata 


ttaaagattt 


gaaagaactt 


tctgacgcag 


at at caaaag 


t t t tgaagaa 


O/i ft 

z 4 U 


cgtttagata 


aagtcgataa 


tcaatcaagt 


attgaccgta 


t tat aaatga 


tgcaaaagat 




aaaaataatc 


atttaaaatc 


gacagactct 


agtgccacat 


catcaaaaac 


tgaagatgac 


3 6 0 


gatacatctg 


aaaaagataa 


tgatgatatg 


actaaagact 


tagataaaat 


actgtcggat 


420 


ttagattcaa 


ttgctaaaaa 


tgttgataac 


cgtcaacaag 


gtgaagagag 


agcttctaaa 


480 


cctagtgact 


caacaaccga 


tgaaaaagat 


gattcaaata 


ataaagtaca 


cgatacaaat 


540 


gctagtacac 


gtaatgcaac 


tactgatgat 


tctgaagagt 


cggttattga 


taaattagat 


600 


aaaatccaac 


aagattttaa 


atctgactct 


aataataatc 


cttctgaaca 


aagcgatcag 


660 


caagcatcac 


catctaataa 


aaccgaaaat 


aacaaagaag 


aatctagtac 


gacaacaaat 


720 


caatccgata 


gtgatagtaa 


agacgataaa 


agtaatgatg 


gtcatcgctc 


aacattagaa 


780 


cgtatagcat 


cagatactga 


tcaaattagg 


gattcaaaag 


atcaacatgt 


cacagatgaa 


840 


aaacaagata 


tacaagcaat 


tacacgttca 


ttacaaggta 


gtgataagat 


tgaaaaagca 


900 


cttgctaagg 


tacaatctga 


caatcaatca 


ctagattcta 


attatataaa 


taataaatta 


960 
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atgaatttaa 


gatcactaga 


tacaaaagta 


gaggataata 


acactttatc 


tgatgataag 


1020 


aaacaagcgc 


ttaaacaaga 


aattgataag 


actaagcaaa 


gtattgaccg 


acaaagaaat 


1080 


attattatag 


atcaactcaa 


tggtgctagt 


aataaaaaac 


aagcaaccga 


agatatctta 


1140 


aatagtgttt 


ttagcaaaaa 


tgaagtagaa 


gacataatga 


aacgtattaa 


aacaaatggc 


1200 


cgaagtaatg 


aagatatcgc 


taatcaaatt 


gccaagcaaa 


ttgatggtct 


tgcattaact 


1260 


tctagtgatg 


atattttaaa 


atcaatgtta 


gatcaatcta 


aagataaaga 


aagtttaatt 


1320 


aaacaattgt 


tgacgacacg 


acttggtaat 


gatgaagcag 


atcgtattgc 


taaaaaattg 


1380 


ttaagccaaa 


acttgtcgaa 


ttctcaaatt 


gtagaacaat 


taaaacgtca 


tttcaatagt 


1440 


caaggaacag 


ctacagctga 


tgatatattg 


aatggtgtga 


ttaatgatgc 


taaagacaaa 


1500 


agacaagcga 


ttgaaacaat 


attacaaacc 


cgtatcaata 


aagacaaagc 


taaaattatc 


1560 


gctgatgtta 


ttgcgcgtgt 


acaaaaggac 


aaatcagata 


tcatggatct 


cattcactct 


1620 


gcgattgaag 


gcaaggcaaa 


tgatttatta 


gatatagaaa 


aacgagcaaa 


acaagctaag 


1680 


aaagatttag 


aatatatttt 


agatcctata 


aagaatagac 


catccttgtt 


agatcgtatt 


1740 


aacaaaggtg 


tcggtgattc 


taattcaata 


tttgatagac 


caagtttact 


tgataaactt 


1800 


cactcaagag 


gatctattct 


tgataaatta 


gatcattcgg 


caccggagaa 


tggattatct 


1860 


ttagataata 


aaggtggcct 


tttaagtgat 


ctatttgacg 


acgatggtaa 


tatctcatta 


1920 


ccagcgacag 


gtgaagtcat 


caaacaacat 


tggataccag 


tggctgttgt 


actcatgtca 


1980 


ttaggtgggg 


cgctcatctt 


tatggcgcgt 


agaaaaaaac 


accaaaat 




2028 



<210> 2 
<211> 1965 
<212> DNA 

<213> Staphylococcus epidermidis 
<400> 2 

atgaagaaaa ataaattttt agtatattta ctatcgacgg cgcttatcac gccaaccttc 60 

gctacacaaa cagcttttgc tgaagattca tctaataaaa atacaaattc agataaaatg 120 

gaacaacatc aatcacaaaa agaaacatca aaacaatctg aaaaagatga atttaacaac 180 

gatgattcta aacacgattc tgatgataaa aaaagcactt ctgacagcaa ggacaaagac 240 

tctaataaac cattatcagc tgattcaaca catcgtaact ataaaatgaa agatgataat 300 

ttagttgatc aactttatga taattttaag tctcagtcag tagatttttc taaatactgg 360 

gaaccgaata aatacgaaga cagttttagt ttaacgtcac tcatccaaaa tttatttgat 420 

tttgattctg atataacaga ttacgaacag ccacaaaaga caagccattc ttctaatgac 480 

gaaaaagatc aagtagacca agcagatcag gcaaaacaac catcacaaca tcaagaacca 54 0 
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tcacagtcgt 


ctgctaaaca 


agatcaagaa 


ccatcaaacg 


atgaaaaaga 


aaagacaact 


600 


aaccaccaag 


ccgattctga 


cgtcagtgat 


ttacttggag 


aaatggataa 


agaagatcaa 


660 


gaaggcgaaa 


acgtagatac 


aaacaaaaat 


caatcttctt 


ctgagcaaca 


acaaactcaa 


720 


gcgaatgatg 


atagctcaga 


acgtaacaaa 


aaatattcta 


gtattacaga 


ttcagcatta 


780 


gactctatat 


tagatgaata 


tagtcaggac 


gctaagaaaa 


cagaaaaaga 


ttacaataag 


840 


agcaagaata 


caagtcacac 


taaaacatct 


caaagtgata 


atgccgacaa 


aaatccacaa 


900 


ttaccaacag 


atgatgaatt 


aaaacatcaa 


tcaaaacctg 


cacaatcatt 


tgaggatgac 


960 


attaaacgct 


caaatacacg 


ttcaacaagt 


cttttccaac 


aactacctga 


attagacaat 


1020 


ggtgacttat 


cttctgattc 


atttaatgtt 


gttgacagtc 


aagacacacg 


tgatttcatt 


1080 


caatcaattg 


ctaaagatgc 


gcatcagatt 


ggaaaagacc 


aagatatata 


tgcatcagtt 


1140 


atgattgctc 


aagctatttt 


agaatctgac 


tctggaaaaa 


gttcacttgc 


acaatcacca 


1200 


aatcataact 


tgtttggaat 


caaaggtgac 


tacaaaggac 


aatctgtaac 


ttttaatact 


1260 


ttagaagctg 


atagcagtaa 


tcatatgttt 


agtatccaag 


caggtttccg 


taaataccca 


1320 


agtactaaac 


aatctcttga 


agattatgca 


gatttaatca 


aacatggtat 


cgatggtaat 


1380 


ccgtcaattt 


ataaaccaac 


ttggaagagt 


gaagctctat 


catataaaga 


tgctacttca 


1440 


catctgtcac 


gctcatacgc 


cacagatcct 


aattattcta 


aaaaattaaa 


tagtattatt 


1500 


aaacattatc 


atttaacatc 


ttttgacaaa 


gaaaaaatgc 


ctaacatgaa 


gaaatataat 


1560 


aaatcaatag 


gtacggatgt 


gtctggtaat 


gacttcaaac 


catttactga 


aacttccggt 


1620 


acatcacctt 


acccacatgg 


ccaatgtact 


tggtatgtgt 


accaccgtat 


gaatcaattt 


1680 


gatgcatcca 


tttctggtga 


cttaggtgat 


gctcataatt 


ggaataaccg 


tgctgaaagt 


1740 


gaaggctata 


cggtaacgca 


cacacctaaa 


aatcatactg 


cagttgtgtt 


tgaagctggg 


1800 


caattaggtg 


ctgatacaca 


gtatggtcat 


gttgccttcg 


ttgaaaaagt 


taatgacgac 


1860 


ggttcaattg 


ttatttctga 


atcaaatgtt 


aaaggattag 


gtgtcatttc 


attcagaact 


1920 


attgatgcag 


gagatgctca 


agatttagat 


tacattaaag 


gtaaa 




1965 


<210> 3 
<211> 492 
<212> DNA 

<213> Staphylococcus 


epidermidis 








<400> 3 
atgattagat 


ttgcacgact 


agaagatctt 


caagatattt 


tgacaattta 


taatgatgcc 


60 


atccttaata 


caacagctgt 


ttatacgtat 


aagccacaac 


aattagatga 


acgtcttcaa 


120 


tggtatcaat 


ctaaagcaaa 


aataaacgaa 


cctatatggg 


tttatgaaaa 


agaagggaaa 


180 
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gtagttggtt 


ttgccactta 


tggttccttt 


agacaatggc 


cggcctattt 


atatactatt 


240 


gaacattcta 


tatatgttca 


tcaacagtac 


agaggactag 


gtatcgcttc 


tcaattatta 


300 


gagaatttaa 


ttcgttacgc 


taaagaacaa 


ggttatcgca 


ccattgttgc 


tgggattgat 


360 


gcatcgaaca 


tggatagtat 


cgcattgcat 


aagaagtttg 


acttctcaca 


tgcaggtaca 


420 


attaaaaatg 


taggttataa 


atttgatcga 


tggctcgatt 


tatcatttta 


tcaatatgat 


480 


ttatctgatt 


ca 










492 


<210> 4 
<211> 2856 
<212> DNA 

<213> Staphylococcus 


epidermidis 








<400> 4 
ttgagtaatt 


tgatacaaga 


tattaagcaa 


tctttatata 


agggatttat 


agataaagat 


60 


agttcccata 


aaggcaattt 


tgttccaaga 


ttactagtaa 


ataacaaaga 


agaaaatgta 


120 


ctttctacta 


ttatagatca 


gctgcataat 


tgccaatcat 


tttgtatttc 


ggttgcattt 


180 


ataaccgaga 


gtggtttagc 


aagtctaaaa 


tcacattttt 


atgatttaag 


taagaaaggc 


240 


gtaaaaggaa 


ggataataac 


atcaaattac 


ttaggtttta 


atagtccgaa 


aatgtttgag 


300 


gaattattga 


aattagagaa 


tgtagaggtt 


aaattaacaa 


acattgaggg 


gttccatgct 


360 


aaggggtaca 


tatttgaaca 


tcataaccac 


acttctttta 


ttatagggag 


ttcgaattta 


420 


acttctaatg 


cattgaaatt 


gaattatgaa 


cataatttat 


ttttatctac 


tcataaaaat 


480 


ggagatcttg 


ttaacaatat 


taaatataaa 


tttgatgaac 


tttgggattc 


tagcttttct 


540 


ttaactaatg 


aatggataaa 


tgaatataaa 


cagtcttttg 


aatatcaaac 


attgcaaaaa 


600 


gtatttgata 


acactgttgt 


tcaaaattca 


gatattaaaa 


agtttaatga 


atcaaaactt 


660 


ataaaaccca 


atttaatgca 


agaacacgca 


ttaaagtcat 


tagagtcttt 


gagaaatgtg 


720 


ggagaagaaa 


aggggttaat 


tatatctgcg 


acagggactg 


gaaaaactat 


tttatgcgca 


780 


cttgatgtaa 


gagcttattc 


tccagataaa 


tttctattta 


ttgttcataa 


tgaaggtata 


840 


ttaaatagag 


ctatagaaga 


atttaagaaa 


gtatttccat 


atgaggatga 


aagtaatttt 


900 


ggattattaa 


caggaaaacg 


aaaggatcat 


gatgctaaat 


tcctttttgc 


aacaattcaa 


960 


acactttcta 


aaaaggaaaa 


ttataaattg 


tttaactcta 


atcattttga 


ctacatcgtt 


1020 


tttgacgagg 


ctcatcgaat 


tgctgcatct 


agttatcaga 


aaatatttaa 


ttattttaaa 


1080 


cctaactttt 


tgctaggaat 


gactgcaaca 


ccagaaagaa 


ctgatgaatt 


aaatattttt 


1140 


gaattgttta 


attataatat 


tgcttatgaa 


attcgtttac 


aagaggcttt 


agagagtaat 


1200 


attttatgtc 


cttttcatta 


ttttggagtt 


acagattata 


ttcaaaatga 


aatgagtcaa 


1260 



gaagatgcat ttaatctaaa atatttagca tctaatgaac gtgttgaaca catcataaaa 1320 

aagactaatt attatggtta ttcaggtgac gttttaaagg gtttaatatt tgttagtagt 1380 

aggggtgagg cgtatcaatt agcaaaccaa ttaagtaaac gtggtatatc atcggttggt 1440 

ttgacaggaa aagattctat agcttataga gctgaaacaa ttcaacaact aaaagaagga 1500 

tctattaatt atataattac tgtagatttg tttaacgaag gaattgatat tcctgaaata 1560 

aatcaagttg taatgttaag acctactaaa tcaagtatta tatttattca acagcttggt 1620 

agaggattaa gaaaaagtac taataaagaa tttgttactg ttattgattt tatcggtaat 1680 

tataaaacta actatatgat cccaatagcc ttatctggaa ataaatctca aaataaggat 1740 

aattacagaa aattcttaac agatactacg gttttaaacg gtgtttcaac aataaatttt 1800 

gaagaagtag ctaaaaataa aatttataat tcactagatt ctgttaaatt aaatcaacca 1860 

aaattaatta aagaagcttt taacaatgta aaagaccgta taggtaaatt acctttactt 1920 

atggacttta taaataacga ttcgattgat ccaagtgtga ttttctcacg ttttaaaaat 1980 

tattatgagt ttttaataaa aaataaaatt attgagaatg aattaagtat taatgaattt 2040 

aaaaatttaa catttttatc aagacaatta acacctggac ttaaaaaagt agatattgat 2100 

gtattgaaag aaattataca aaatgacgta acttatgaaa atttaacaaa aaaaatgtta 2160 

aacattaata acgatatttc ggaatatgat attaacactt cattaagcat tttagatttt 2220 

acttttttca aaaagactat aggtaaaact tacggattac ctttaataca atataaggat 2280 

aatcttattt gtctagcaaa tgaatttaaa gaggctttaa ataaaccact atttaacaca 2340 

tttattcatg atttaattga tcttgctaat tataataatg acagatatca aaataagaaa 2400 

aacagtttaa ttctatataa caaatattct agggaagatt ttgttaagtt attaaactgg 2460 

gataaagatg aatctggaac aatcaatggt tatcgtatga aacatcgtac acttccttta 2520 

tttatcactt atgataaaca tgagaatatc agtgataata ctaagtacga cgatgaattt 2580 

ttgagccaag acgaattgaa atggtacacg cggtccaatc gtaaattaac ttcaccagaa 2640 

gtacaaaata ttttaaagca tgaagaaagt aatacagata tgtatatatt tgtgaaaaaa 2700 

agagatgatg aagggaaata tttctactat ttaggtaaag ccaaatatat taaaggaact 2760 

gagaagcaag attatatgcc taatggaaat agcgtggtaa ctatgcatct atcaatgaat 2820 

acgtccattc gagatgatat ttatagatac atcact 2856 

<210> 5 
<211> 975 
<212> DNA 

<213> Staphylococcus epidermidis 
<400> 5 
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atgacaaaat 


cacaacaaaa 


agtgtcatca 


attgagaaat 


taagtaatca 


agaaggtatt 


60 


atttcagctt 


tagcatttga 


tcaacgtggt 


gcattaaaaa 


gaatgatggc 


agaacatcaa 


120 


tctgaaacac 


caacagttga 


acaaatagaa 


caattaaaag 


tacttgtttc 


tgaagaatta 


180 


actcaatatg 


cgtcttcaat 


tttattagat 


ccagaatatg 


gtttaccagc 


atcagatgct 


240 


cgaaataatg 


actgcggact 


attacttgca 


tacgaaaaaa 


ctggatatga 


tgtgaatgcg 


300 


aaaggtcgtt 


tgccagattg 


cttggtagaa 


tggtctgcga 


aacgtttgaa 


agagcaaggg 


360 


gccaatgcag 


ttaaattttt 


actttattat 


gatgtagatg 


acacagaaga 


aattaacata 


420 


caaaagaaag 


catatattga 


acgaattggt 


tcagaatgtg 


ttgccgaaga 


tattcctttc 


480 


ttcttggaag 


ttttaacata 


tgacgacaat 


attcctgaca 


ataaaagtgc 


agaattcgct 


540 


aaagttaagc 


cacgtaaagt 


taatgaagca 


atgaagttat 


tctctgaaga 


tcgttttaat 


600 


gtggatgtac 


ttaaagttga 


agtacctgtg 


aatatgaatt 


ttgtggaagg 


attttcagaa 


660 


ggagaagttg 


tttatactaa 


agaagaagct 


gcacaacatt 


tccgtgatca 


agatgcagct 


720 


actcacttac 


catatattta 


tttaagtgca 


ggtgtatcag 


cagaattgtt 


ccaagataca 


780 


ttaaaatttg 


cgcatgattc 


tggtgcgcaa 


ttcaatggtg 


ttttatgtgg 


acgtgccaca 


840 


tggtcaggag 


cagttaaggt 


atacattgaa 


gaaggagagc 


aagctgccag 


agaatggttg 


900 


cgtacggtag 


gatttaagaa 


tattgatgat 


ttgaatacag 


tattgaaaac 


aacagctaca 


960 


tcatggaaaa 


acaaa 










975 


<210> 6 
<211> 1146 
<212> DNA 

<213> Staphylococcus 


cp i a.e rmi ui t 










<400> 6 
ttgatgaaaa 


aagttatgac 


catatttgga 


actaggcctg 


aagctataaa 


aatggctccg 


60 


ttgattaaaa 


cgttagagaa 


agattctgac 


ctggaacccg 


ttgttgtagt 


caccgcccaa 


120 


catagagaga 


tgcttgattc 


agtgttgaat 


acttttaaca 


taagtgcaga 


ttatgatttg 


180 


aatattatga 


aagctggtca 


aacattgtct 


gaagtaacat 


ctgaagcaat 


gaaaaagtta 


240 


gaagatatca 


tacaaaagga 


agtgcctgat 


atggtacttg 


ttcatggtga 


tacagtgaca 


300 


accttttctg 


gagcattagc 


cgcattttat 


agtcaaacac 


ctataggaca 


tgttgaagct 


360 


ggattaagga 


gttataataa 


atattcacct 


tatcctgaag 


aaataaatag 


acaaatggtt 


420 


ggggtaatgg 


cagatttgca 


ctttgcccca 


acctataatg 


ctgcacagaa 


tttagtaaaa 


480 


gagggtaaat 


tagccaaaca 


tatagctatc 


actggtaata 


cagctattga 


cgcaatgaat 


540 


tatacaatcg 


atcaccaata 


ttcatcatct 


atcatacaaa 


aacataaaaa 


taaaaacttt 


600 
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attttactca cagcacatag acgtgaaaat ataggtaaac ctatgataaa cgtgtttaaa 660 

gcgattagaa agttgattga tgaatatcag gatttagcgt tggtctatcc tatgcatatg 720 

aatcccaaag taagagatat tgcgcaaaaa tatttaggaa atcatcctag gattgaattg 780 

atagaaccac ttgatgtggt tgattttcat aattttgcta aacaagcata tctcattatg 840 

actgactctg gtggaataca agaggaggca ccatcattac acaaaccagt tttagtattg 900 

agagatagta ctgaaagacc ggagggagta gatgctggaa ctttgagagt cattggtacg 960 

aatgaagaag atgtctataa tgaaactaaa aaattaatag aaaacccaga cctttatcaa 1020 

aaaatgagtc aagctgttaa tccatatggc gatggacaag ctagtgagag aattgtgcaa 1080 

catataaaat attattttaa tttgacaaat gacagaccca atcattttga atttacaaaa 1140 

gattta 1146 

<210> 7 
<211> 8271 
<212> DNA 

<213> Staphylococcus epidermidis 
<400> 7 

gtggcaagtg attttaatat aggtatatta tctaccttag agatagactc tagctcctca 60 

agaaagaaga ttaacgacac acttaaaaat attgaagcaa atattaatag cattaaagca 120 

gacttagaag tttcagatac aaagaaatca gaaaataatg ctataaaaag tgcaaacaac 180 

gtaatcagaa acatcaattc aaacggtaat ttaaagaaat taaatgttga actagatgta 240 

aacttaacaa aaagtagaca aaacattcaa agagcattat ctactctatc aaaagatttt 300 

aagaataaga aaattgatgt tgaagttaat gctaaagcta ata-aaaattc aatcggacaa 3 60 

gttaagaatt ctatttctaa aggtgcaagt cagccactag aaattaaaga gtcccctagt 420 

agtagaagca ctagtagaga tattaaagaa cagcagtctt taatgacagg tttagcaaat 4 80 

tcttataaga acttagatga tttaacaaga gctttaaata caagtacatt tgaagggctt 540 

agaaaaactg taaaagaaat taagaacgca gataattctc ttaaaagtta tcaagttact 600 

ttagaacgtg ttaaccaaga aggtaaaaaa ttaggctctc aaagatttga ttatacccct 660 

tctgcaaatg gtttgaagtt aaacaaaact caattaactg atcaaacaga taaagctcgt 720 

aaagaagaaa atgctgctat taataaatta ttagaaaatg aagtttctaa gtatgatcgt 780 

ttattgaata aaggtaaaat tgatattaaa caacatcaaa ctttacttca aactcttaga 840 

caaattacta atgagaaatc aaaagctaac caatttaata gaactgattt caatagagta 900 

gcaaaagctg ctgctgatga agcaaaagaa tatcaatatc aaaatgatat gcttcgaaag 960 

aaattagctt taacttctca aattgagcgt attgaaaaca gaatggctgc tacaattgat 1020 
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aagcaacaaa 


caaatgcttt 


gaaaaatcaa 


ttgaattctt 


taggtaataa 


tagaacacca 


1080 


ttcggtaaag 


aagcagcttt 


ccatatgaac 


caaattcaag 


acaaggttcg 


tcaaatctct 


1140 


gctgaagctg 


aaagagcaac 


tagaactcag 


ttaagttttg 


ttgatcaatt 


cagagaagca 


1200 


atgacaaaat 


tcccagtttg 


gatgggtgct 


actaccctat 


tcttcggtgc 


cataaatggt 


1260 


gctaaagaaa 


tgcttgatgt 


aattactgaa 


attgatggaa 


aaatgattac 


tcttgcaaaa 


1320 


gttactggtg 


atgacaatgc 


acttcaacaa 


acatttattg 


acgcaaataa 


tgctgcttct 


1380 


caattcggac 


agacattagg 


aagcgtatta 


gatgtatatg 


cagaattcgc 


tagacaaggt 


1440 


gttaaaggta 


atgagttatc 


tcaattctca 


aatgcagcat 


taattgctgc 


taacgttggt 


1500 


gagattgacg 


ctaaacaagc 


ttctgaatat 


ttaacttcta 


tgtctgctca 


gtgggaaacg 


1560 


actggaaacc 


aagctatgag 


acaagttgac 


tcactcaacg 


aagtttccaa 


taaatatgct 


1620 


acaactgttg 


aaaagttagc 


acaaggtcaa 


gcaaaagctg 


gctctactgc 


taaatcaatg 


1680 


ggacttactt 


ttgatgaaac 


taatggtatt 


attggtgcat 


taacagctaa 


gactaagcaa 


1740 


tctggggacg 


aaattggtaa 


ctttatgaaa 


gccactttac 


ctaaacttta 


tagtggtaaa 


1800 


ggtaaatcaa 


ctattgaagg 


cttaggcatt 


agtatgaaag 


atgaaaatgg 


acaattaaaa 


1860 


tctgccattt 


ctcttttaga 


agaagtttct 


cagaaaacta 


aaaacttaga 


aaaagaccaa 


1920 


aaagccgctg 


ttataaatgg 


cttgggtgga 


acataccact 


accaacgtat 


gcaagtatta 


1980 


ttagatgatt 


tatctaaaac 


agatggctta 


tataaacaaa 


ttaaagaaag 


ttccgaaagt 


2040 


tcagctggct 


ctgcattaca 


agagaatgca 


aaatacatgg 


agtcaattga 


agctaaagtt 


2100 


aaccaagcaa 


aaacagcatt 


cgaacaattc 


gcattagctg 


ttggtgaaac 


atttgctaaa 


2160 


tcaggaatgc 


ttgatggtat 


cagaatggtt 


actcaacttt 


taactggttt 


aactcatgga 


2220 


attactgaat 


taggcacaac 


tgctccgatt 


ttcggcatgg 


ttggtggtgc 


tgcctcatta 


2280 


atgagtaaga 


atgttagaag 


tggttttgaa 


ggtgctagaa 


gtagtgttgc 


taattatatt 


2340 


actgaggtaa 


ataaattagc 


taaagttaac 


aatgctgctg 


gtcaagttgt 


tggacttcaa 


2400 


aaagttcaaa 


ctggtacagc 


ttcacaactt 


cagtttaata 


aaaatggtga 


atatgataaa 


2460 


gctgcttcac 


aagcaaaggc 


tgctgaacaa 


gcaacttacc 


aattctctaa 


agctcaaaaa 


2520 


gatgtatcag 


ctagtgctat 


gatcgcttca 


ggtgcaatca 


acaaaacaac 


tgtggctacc 


2580 


acagcaagca 


ctgttgccac 


tcgtgctgct 


acacttgcag 


ttaatggttt 


aaaattagcc 


2640 


tttagaggct 


tgttggctgc 


tactggtgtc 


gggttagcaa 


taactggtgt 


ttcttttgta 


2700 


ctggaaaaag 


ttgtaggtag 


ttttaatgct 


gcaagtcaag 


ctgctgaaca 


atataaacaa 


2760 


aaacaagagc 


aaacgaagca 


agcaatagct 


tctatgagta 


atggtgaaat 


taattcactt 


2820 


attagtagtt 


acgataaact 


acaacaaaaa 


atgaattctg 


gtagtgcatt 


taatacagcg 


2880 



gaagctgaga 


aatataaaga 


agtaacaagt 


caattagcta 


atatattccc 


cgatt tagtt 


z y 4 u 


actggtgaaa 


accgttatgg 


taaggaaatg 


gccggtaata 


aagaagtaat 


gaaacagaaa 


3 000 


attgagttaa 


tcaagcaaga 


aatggagctt 


gaaagacaaa 


agaatgctat 


caaacaaaaa 


3 060 


gaagagcaag 


acgcttacat 


caaagaacaa 


gatagcttag 


ctaagaaaaa 


cagaggtcaa 


312 0 


aaatggtatc 


aacttggtca 


aacaccagag 


ttgaaacttc 


aggaacaagc 


acgtcctact 


3180 


actgtttctg 


ataatagtaa 


cattaacaaa 


attaatgcca 


ctatccaaaa 


agtgaagagt 


3240 


caagcccaag 


ctgaaaaagc 


attagaacaa 


gttgataagc 


aacttgctca 


atctcaaact 


3300 


aagaatagac 


aaaatgaagt 


tcagcactta 


caaaaagtta 


gacaagcttt 


acaagattat 


33 60 


attactaaaa 


ctggtcaagc 


aaatcaggca 


acaagagctg 


cggtattaac 


tgcacagcaa 


342 0 


caattcacta 


accagatagc 


aacaatgaaa 


aagcttggta 


ctactggtca 


acaagtgatg 


3480 


actactattt 


ctaactcagt 


tgcgaaaaca 


gcaaagtctg 


gtaaagctgc 


tcaagcaacc 


3540 


ttcaagtcgt 


ttgaaacctc 


attagttaaa 


agctcttcat 


tcaaaagcaa 


gatggctagt 


3600 


tatgaagctt 


ctgttaagaa 


atttaaaaat 


gctgctaacc 


aatctgctaa 


aattgctgct 


3660 


cttaaagacg 


tagaacgtga 


ttactctaaa 


gttgctaaag 


gtattatgca 


agcggcaaaa 


372 0 


gcggcaaaca 


tgagtaaatc 


tcaaatgaaa 


gatttgaaaa 


aatctcttca 


acaaaatata 


3780 


caagcagaaa 


caggctttag 


agcttcagta 


agtaaagctg 


gtaaagttac 


tattgatcaa 


3840 


tctaagaaaa 


tcaaacagaa 


tactgctgaa 


acaagacgta 


actcaagtgc 


taaattacaa 


3 900 


aatgctgacg 


cttcagacca 


agcttctgaa 


gaaaataaag 


agttagcaga 


ctcaatgcgt 


3 960 


gctggtattg 


aaagttctca 


attacttgga 


aaagcgatgg 


gagaattaca 


atctcaagga 


4020 


acacttagta 


cagaaacttt 


aattgaatta 


actgagaagt 


atggagacga 


aattttagct 


4080 


gttgctggag 


atcaggaagc 


tttaagtaac 


ttcatcatgc 


aaaagcaaaa 


tgaagaaact 


4140 


gataactaca 


acaaaaacct 


taaaactaaa 


ttagaaaact 


cttcatcata 


ctataaggcg 


42 00 


gtagctggag 


ctgactctgc 


cctatccaac 


tact taatgg 


aaaactatgg 


tattgatact 


42 60 


aaaaactata 


agagtttaac 


agaagtcaaa 


gctaaaatta 


cagaccttta 


ctacaatggt 


4320 


tcagctgaag 


aacaagctaa 


agtagtagac 


gctatcgcaa 


aagcttacca 


tattgactta 


4 3 80 


tctaactatg 


gctctctgaa 


tgagaaaaaa 


gaagcattag 


agaaccaatt 


gatgaaaatc 


4440 


ttaggtagta 


agtggaaaaa 


atatattggt 


agcgtagcta 


aggatatgaa 


atctcttggt 


4500 


gttgacgctg 


gtgaagttgg 


agcagatggt 


tttgatgaca 


gtaaaatgtt 


caatccgggt 


4560 


gctcttatcg 


gtgctaacaa 


tttccaaaac 


gtttctaacc 


taagtaatat 


cagtaatgta 


4620 


ttcaactcac 


ttaatggtgc 


atttaatgaa 


gctaagaatg 


aagctgctgg 


tgttagtaga 


4680 



-9- 



ggcttagatg 


acgctgctag 


tggcttaaaa 


gatgttggtg 


acagtgctgg 


ctcagctggt 


4740 


agtggtttag 


gtaaaactgc 


taaaggcgcg 


gataaagcgt 


ctgacagttt 


agatggtact 


4800 


aataaagaat 


tagaaaaaac 


taaagaaaaa 


gctgaagaag 


ctggtgtcac 


agttaaacaa 


4860 


ctttataagc 


aatttacagt 


tactacttat 


gttgctgata 


aactaagtat 


ggctttagat 


4920 


aaaattaata 


ataagttaga 


gaaacaaaaa 


cttttaactg 


aaaaatacgc 


aacttggtca 


4980 


agcagttatc 


gtaactcact 


taaagcagaa 


aataaattgc 


tcgatgaaaa 


gaccgctaag 


5040 


attaaaaaac 


aaatcgagtc 


aatgaaagaa 


caaatcgctc 


aaggtaaagt 


tattgagtat 


5100 


ggtttagttg 


gtaaagatat 


taatgttcct 


tactatgaat 


atactgcaaa 


taatttagat 


5160 


gatggagaaa 


ctggtcgtat 


ttctcgatat 


accggtaatt 


caactcaagc 


taaggtttgg 


5220 


aatttcttta 


aatctaaagg 


gttatctgat 


catgctgttg 


cgggtatcat 


gggtaatatg 


5280 


gaacgtgagt 


ctagatttaa 


accgggagct 


caagaacaag 


gcggtactgg 


tattggttta 


5340 


gtacaacttt 


catttgggcg 


tgcaaataat 


ttaagaaatt 


atgctgctag 


aagaggaaaa 


5400 


agctggaaag 


acttaaatac 


tcaacttgac 


ttcatttgga 


aagaattaaa 


tactactgaa 


5460 


gttaatgctt 


tacgaggact 


taaatcagct 


acttcagtta 


ttggtgcagc 


aaactctttc 


5520 


caaagattat 


atgaacgtgc 


tggtgttgta 


gcacaaggag 


aacgtaatgc 


ggcagctaaa 


5580 


aagtattaca 


gacaatttaa 


aggtactaat 


ggttcatctg 


gcttcctaag 


tggtggcgtg 


5640 


gtcgctggaa 


caaatggtaa 


accacttact 


tcagatagaa 


acgcttatat 


cttagataga 


5700 


caattcggac 


gatataatgg 


tggtggtgtc 


catcacggaa 


gagatatcac 


gagtgctact 


5760 


attaacggat 


cacctattaa 


agctgcacgt 


tcaggtatag 


ttacttttaa 


aggatggact 


5820 


ggtggtggta 


atacactatc 


tatatttgat 


ggtaaaaata 


cttatacata 


catgcatatg 


5880 


aagaacccgg 


caagagtggt 


aaaaggacaa 


cgagttaaag 


ctggacaaat 


tgttggtaac 


5940 


gttggtacta 


cgcatgatag 


aagattaggt 


ggcttctcta 


ctggccctca 


ccttcacgta 


6000 


caagtaaact 


taggaaaaac 


tccttctggt 


acatttatga 


acactttcaa 


tggtgctcat 


6060 


agagcagtcg 


atcctgttaa 


atatggatat 


actagagttt 


ctggtggcgg 


tagtctaaac 


6120 


ttaggctcgc 


taacttctgg 


acattcagcg 


atgtctggtt 


ctatcagtgc 


tgcaatggct 


6180 


gaagacttaa 


atgaagctga 


acaagagcgt 


ttaaacaaaa 


ttgaacaagc 


aattaacgca 


6240 


cataataaag 


ctgaagaaat 


gaagcaaaaa 


gttgatgagc 


ttagaaaaac 


gttaatggat 


6300 


aaacagcttg 


aagaagttca 


aactgctaaa 


gaaaaaagtg 


aaaatcttta 


taacatccaa 


6360 


aaatctcacg 


tagaagaata 


tgatcattgg 


agaacattac 


aagaagcacg 


atctgctaaa 


6420 


ttagaatacg 


aattaaacaa 


aatcgaattc 


gaaaaaggta 


gaaatactaa 


agaatggcgt 


6480 


aataaaaata 


aacaacttca 


agcttctaga 


caacttgaag 


ttaatttcga 


agactcaaaa 


6540 
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atacaatata 


ttaataaagc 


at tgaagaag 


aatgcaaata 


aaatat ttgg 


taaaaataca 


t~ <z r\ c\ 


gtaaatcgtg 


atgagtttga 


aacaatgaag 


cgagacgctc 


aacaaaatat 


aagagattta 


ez a ez c\ 


aaagctggta 


ttcaaactgc 


ttctggtgaa 


attgctactt 


caatgattga 


tcaaattctt 


672 0 


gatgaatatg 


aagaccgtgt 


aggtaaagtt 


tcagctaaaa 


ttgaaaagat 


gggtaaacaa 


67 80 


aaagaaaaac 


ttgatttagc 


cgataataaa 


caggctttga 


aaagttcatc 


cctaagtaga 


6840 


caacaagcta 


aagactctaa 


gtcactagct 


agttacatta 


atttctatat 


caaacaatta 


r~ c\ r\ f> 
69 00 


gaacgccagt 


taaaattaac 


gggtaaaaac 


catgaat tac 


aacaaaaagt 


aaaagaacaa 


6960 


attaaagaaa 


tgaaagttgc 


ttatgatgac 


gctaccctag 


ccgctcatca 
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atatattact 


7020 


gaagctgctg 


aagttgatac 


agaaagacaa 


cttcaattaa 


acgctaatcg 


tttaagagac 


7080 


gcacaaaacg 


agttgtctaa 


agctgattat 


aaagctggtt 


tcatttcaca 


agaatatcaa 


7 140 


attgacctat 


accgaaaaaa 


tcaagaagct 


aagttcaaag 


gttacttaaa 


agaaaaagaa 


72 00 


gcacttgaac 


aaaataaatc 


agaacttcaa 


gacatgtatg 


agatttataa 


atctgtccct 


72 60 


actcaagctc 


aaaaaatcaa 


agaagctcta 


attgaaacca 


aaaatgctat 


tagagataat 


732 0 


aataaaggtc 


tctatgattt 


gaaatatgat 


atggctaaca 


gtgttataaa 


tcaaattaag 


73 80 


gatatctatt 


caaaacaact 


agaggttgcc 


acgaaagcgt 


atgatgatga 


atacaaagca 


7440 


tacgaaaaaa 


tgatcaacaa 


aaagcttaaa 


cttattgatg 


atgaacaaac 


tcaagagtca 


75 00 


ttcaataaag 


atgtccgtga 


tagaactgaa 


gcaatggata 


aaattagaga 


tgaaattgct 


7560 


caaagaagtg 


gtgacgatag 


tttagctaac 


caaaagaaac 


ttaaagattt 


aagagaacaa 


7620 


ttaaaacaac 


aagaagaaga 


ctatacgatg 


ttcattaaca 


ataaaaatcg 


tgatgacaga 


7680 


agaaaagctt 


tacaagatga 


gctaaacgat 


aaaaacgaac 


aaatacaaga 


acaaaaagaa 


774 0 


gatttaaata 


aagctttcca 


agacttaatt 


ggtgatacac 


gaagatttaa 


tgcgatccaa 


7800 


gagtcactta 


tggaaggtca 


aattgataaa 


tataaatctc 


taattgctga 


cttaactaaa 


7860 


tacgtcaacg 


ataatatgaa 


agaaattgga 


cgttctacta 


gtgaaggaat 


attagatggt 


792 0 


cttgctgctt 


catttaaagg 


tttgtcttct 
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ttatctaaag 


aacttcagaa 


acaagaaaaa 


7980 


aataatttga 


acccagtacc 


taattcaaaa 


ttaaaaccta 


ctaaggttga 


tgaagctaca 


8040 


atcgctgcca 


ttaagaaagt 


taatggttta 


tcccctacta 


ctatacttca 


aggtttagat 


8100 


atcaaacctg 


ttaaccttcc 


taaagatgta 


aaaccaagta 


aaacagttac 


taacaataat 


8160 


aaaacgactg 


ctaaagcatt 


agttaacatt 


gaaaacttca 


acggtacaaa 


agctgaagca 


8220 


gataaattag 


ctaataactt 


agcaactgcc 


atgagaaaac 


aaggcgtatt 


a 


8271 



<210> 8 
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<211> 957 
<212> DNA 

<213> Staphylococcus epidermidis 



<400> 8 
atggcagaaa 


ctaaaaaaca 


attcgaaaac 


aaagtaagcg 


tgacaggaac 


attaaaatca 


60 


ttagaggtaa 


cagatttagt 


aacagctaaa 


aaagtcccaa 


tgaaaattgc 


tacattaaga 


120 


attgaaactg 


gtaaaggtga 


aacacataca 


gctaaaatga 


tggcagttaa 


acattttgag 


180 


cgtgatggtg 


ttaaaactga 


aaataaaagt 


tattctgcaa 


ttgaaacaat 


gcaaaaggaa 


240 


tatgtatcaa 


ttgaagacat 


ttcagaaaac 


aaagctggag 


aagacgcaga 


agcaacagtt 


300 


gttaacgtaa 


atggatcaat 


gtctattaat 


atgtataaaa 


ataaagcaga 


aaaagttgtt 


360 


gaaactaatc 


aaattgaagc 


tcgttttgtt 


aatcgtgtaa 


aagatgttga 


aaatgctcaa 


420 


tttggtgcag 


aattcacatt 


acaaacttac 


ttaatttcaa 


aaggacaacg 


tgttattaag 


480 


aatgaagaag 


aaactgatga 


agtaacattc 


aaagcagcaa 


caattgatta 


tagaggacaa 


540 


gcacatccat 


ttgaattcac 


tgctaatgat 


gagtatggcg 


tagctgaatg 


gatcgaagat 


600 


gaagttgaat 


taggtcaatc 


acttatctta 


caaggtttaa 


ttattaataa 


atttatcgtt 


660 


gagcaagtag 


aacgctcatc 


atcagctggt 


atcggtaaag 


caattgttga 


tactagacgt 


720 


gaagtagaac 


gtaagttatt 


agttgaaggt 


attattccaa 


ttgaagatga 


ggatgatcca 


780 


aaatacatca 


ctgaagaaga 


aattaaagaa 


gcaaacaaaa 


aatacgaaga 


taagaaaaca 


840 


gaagtagaag 


cttctactaa 


tggaactaag 


aaaacagaag 


ttaaaaaagg 


tgtagcaact 


900 


agcaaaccta 


aagctgctaa 


accaacaatc 


gaaattgatg 


atgacgattt 


accattc 


957 


<210> 9 
<211> 2391 
<212> DNA 

<213> Staphylococcus 


epidermidis 








<400> 9 
ttgccacaag 


caaaaaaaag 


aacatcgacg 


aagagaaagg 


gtaataaaaa 


aacgaataaa 


60 


aaaaagcaaa 


atgaaacgcc 


tttaagatat 


atattctcaa 


taattgtagt 


aattcttatt 


120 


atactaggcg 


cttttcaatt 


aggaatcatt 


ggtagaatga 


ttgatagctt 


ttttaattat 


180 


ctttttggta 


tgagtcgata 


tttaacttat 


attttagtac 


ttattgcaac 


aatttttata 


240 


acatactcta 


agcaaatacc 


tagaactcga 


cgtagtatcg 


gtgcaatagt 


tttacaatta 


300 


gctttgttat 


ttatagcgca 


attgtatttt 


catttttcac 


ataatatcac 


ttctcaaaga 


360 


gagcctgtac 


tgtcctttgt 


ttataaagct 


tatgaacaaa 


cacattttcc 


aaattttggg 


420 


ggaggcttaa 


taggttttta 


tttacttaaa 


ctatttatac 


ctctcatatc 


tattgtaggt 


480 


gtaataataa 


ttactatcct 


attactagct 


tcgagtttca 


ttttattact 


taatttaaga 


54 0 
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catagagatg 


ttacaaaaag 


tttattcgac 


aacctcaagt 


catcaagtaa 


tcatgcatct 


^ f\ r\ 

6 0 0 


gagtcaataa 


aacaaaaaag 


agaacaaaat 


aagattaaaa 


aagaagaaaa 


agcccaatta 


6 6 0 


aaagaggcaa 


aaattgaacg 


aaaaaaacaa 


aaaaaatcac 


gtcagaataa 


taatgtcatt 


72 0 


aaagatgtta 


gtgattttcc 


agagatttct 


cagtcagacg 


atattccaat 


atatggtcat 


780 


aatgagcaag 


aagataaaag 


accaaatact 


gctaaccaac 


gtcaaaaacg 


tgttttggat 


84 0 


aatgaacaat 


ttcaacaatc 


attaccaagt 


accaaaaatc 


aatcaataaa 


taataatcag 


900 


ccatctacaa 


ccgctgaaaa 


caatcaacaa 


caaagtcagg 


ctgaaggctc 


aatatctgaa 


960 


gctggtgaag 


aagccaatat 


tgagtatacg 


gtgccacctt 


tatccttatt 


aaaacagcct 


1020 


actaaacaaa 


aaactacttc 


aaaagctgaa 


gtccaacgta 


aaggtcaggt 
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tttagaatct 


1080 


acactaaaaa 


actttggagt 


taatgctaaa 


gtaacacaaa 


ttaaaatcgg 


tcctgcagtt 


114 0 


acgcaatatg 


aaattcaacc 


agcgcaaggt 


gttaaagtaa 


gtaaaatagt 


caatctccat 


12 00 


aatgacattg 


cattagcttt 


ggctgcgaaa 


gatgtacgaa 


tagaagcacc 


tattccaggt 


1260 


cgctctgcgg 


taggaattga 


ggttcccaat 


gataaaatct 


cacttgtcac 


tctaaaagaa 


1320 


gttttagaag 


ataagttccc 


atctaagtat 


aaattagaag 


tcggcattgg 


tagagatatt 


13 80 


tctggtgatc 


caatatcaat 


tcaattaaat 


gaaatgcctc 


acttactcgt 


tgctggttca 


144 0 


acaggaagcg 


gtaaatcagt 
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ttgtattaat 


ggtattataa 


cgagtatatt 


actcaacaca 


1500 


aaaccgcacg 


aagttaaact 


tatgttaatc 


gatcctaaaa 


tggtagagtt 


aaatgt ttac 


1560 


aatggtattc 


ctcatttact 


tataccggtt 


gtaacaaacc 


cacataaagc 


gtctcaagct 


1620 


ttagaaaaaa 


ttgtttcaga 


aatggaacgt 


cgttatgatt 


tgtttcaaca 


ttcatcgaca 


1680 


cgaaatattg 


aaggatataa 


ccaatatata 


cgcaaacaga 


atgaagaact 


tgatgaaaaa 


1740 


caacctgagt 


taccgtatat 


cgtcgtaata 


gtggatgaat 


tggctgattt 


aatgatggtt 


1800 


gcaggtaaag 


aagtagaaaa 


tgctatccaa 


cgtattactc 


aaatggctag 


agcagcgggt 


1860 


atacacttaa 


ttgtagctac 


tcaaagacct 


tccgttgatg 


ttattactgg 


tattattaaa 


192 0 


aataacattc 


catcaagaat 


tgcgttcgct 


gtaagttctc 


aaactgactc 


tagaacaata 


1980 


attggtgctg 


gtggagctga 


aaagctactt 


ggtaaaggtg 


atatgctata 


tgttggtaac 


2 04 0 


ggagaatcta 


ctacaacccg 


aattcaaggt 


gcttttttaa 


gtgatcaaga 


agtgcaagat 


210 0 


gttgttaatt 


atgttgtaga 


gcaacagaaa 


gcaaattatg 


ttaaagaaat 


ggaaccagat 


2160 


gcacctgtag 


ataaatcaga 


aatgaagagt 


gaggatgctt 


tatatgatga 


agcttattta 


2220 


tttgtaatag 


aaaagcaaaa 


agctagtact 


tctttattac 


aacgacaatt 


tagaatcggt 


2280 


tataatcgag 


cttcaaggct 


catggatgat 


ttggaacgta 


accaagttat 


tggtccacaa 


2340 
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aaaggaagta aacctagaca aatattagtt gatttagaaa atgacgaggt g 



2391 



<210> 10 

<211> 1287 

<212> DNA 

<213> Staphylococcus epidermidis 

<400> 10 



atgaaaacac 


atcaatatga 


_ —, 4— 4— — . 4— — _ _ 4— 

acttatagat 


gagaaagttt 


tcgaacatga 


4-4—4— _+___i_ 

gtttgataat 


6 0 


ggattgaaat 


4— —.4—4-4— — 4- _ _ 4— 

tatttatcat 


tcctaagcct 


ggttttcaaa 


aaacgtatgt 


gacctacaca 


12 0 


acacagtttg 


gttcattgga 


caatcatttt 


aagcccatag 


gtagtcagca 


atttgtaaaa 


18 0 


gttcctgacg 


gtgtggcaca 


ttttttagaa 


cataaattgt 


ttgaaaaaga 


agatgaagat 


24 0 


ttatttactg 


catttgccga 


agagaatgcg 


caagctaatg 


cttttacaag 


ctttgatcgt 


3 00 


acgagttatt 


tatttagcgc 


aacaagtaat 


attgaaagta 


acat taaacg 


tctcctcaat 


360 


atggtagaaa 


4- 4- —.4—4—4— 

caccttattt 


tactgaagaa 


acagttaata 


aagaaaaagg 


_ i_ i_ _ i_ _ i. 
gattatagct 


4 2 0 


gaggaaatta 


aaatgtacca 


ggaacaacca 


ggatataaat 


4_ _. _ 4_ — , 4_ J_ i— — — 

taatgtttaa 


4— — ,,,-,4— 4— 4— 

tactttaagg 


4 80 


gctatgtatt 


ccaagcaccc 


gatacgggtg 


gatatcgctg 


gtagtgttga 


k _ _ _ 4v_ i_ i_ _ j_ 

aagcatt tat 


54 0 


gaaataacaa 


aagatgattt 


atatctatgc 


tatgagacat 


tt tatcatcc 


ctctaatatg 


600 


gtgttgtttg 


tggtaggcga 


tgttagtcct 


caatcgataa 


ttaaacttgt 


agaaaagcat 


660 


gaaaatcaaa 


gaaataaaac 


ttatcaacca 


cgtattgaac 


gtgcgcaaat 


tgatgagcct 


72 0 


agagagataa 


atcaacggtt 


tgtttctgag 


aaaatgaagt 


tacagtcacc 


acgattgatg 


78 0 


ctaggtttta 


aaaatgaacc 


attagatgaa 


agtgcaacta 


aatttgttca 


aagagatttg 


84 0 


gaaatgacat 


ttttctacga 


attggttttt 


ggagaggaaa 


cggagtttta 


tcaacaactt 


900 


ttaaataaag 


atttaataga 


tgaaacattc 


ggttatcaat 


ttgtattgga 


accgagctac 


960 


agtttttcaa 


ttattactag 


tgcaacacaa 


cagcctgatc 


tatttaaaca 


attaataatg 


1020 


gatgaattaa 


gaaaatataa 


aggaaacctt 


aaagatcaag 


aagcatttga 


4—4—4— 4— 4L. _ _ _ 

tttgttgaaa 


1080 


aagcaattta 


ttggagaatt 


catatcaagt 


ttaaattctc 


cagaatatat 


tgctaatcaa 


1140 


tatgcaaaac 


tctatttcga 


gggagtgagt 


gtatttgata 


tgcttgatat 


cgtagaaaat 


1200 


attacgttag 


agagtgtaaa 


tgaaacttcc 


gaattattct 


tgaactttga 


ccaacttgtt 


1260 


gatagtcgtt 


tggagatgga 


aaataga 








1287 


<210> 11 
<211> 987 
<212> DNA 

<213> Staphylococcus 


epidermidis 








<400> 11 
atgactgaac 


agaaggatat 


taaagaaaca 


gagtatcgac 


gacagaaagg 


aacaacttcg 


60 
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acacc 1 1 c ta 


ggcyciciycicici 


■Haaaaaaa /r a 
Ldddddddyd 


o. t. g c g y ci a. g u 


Ldccuctuac 


r- < — i 4- 4- 4- 4- — i it 4— /-» 

CdLLtc ague 


izu 


+- r-< r- ■ 4- 4- -» 4- 4- — i 


*-4-*-+- -J 4- 4- 4- f-, 

Cull aatc u c 


4— ^ 4— /— ■ aff 4— 
LaLCaLCyLg 




a ^ r* a /t 4- a 4— a 

dccag cauaa 


cagtggt atg 


i on 

lOU 


aagtatgc ta 


aagaacatgc 


t aaggatgt t 


aaggtgcat a 


aat t taatgg 


gaatatgaaa 


__ _b u 


aatgatggga 


agat ttcagt 


tcccgccctt 


ggegeggata 


aggctcaagg 


tggtaaatca 


"3 a ft 

_> U U 


cgtactgact 


cgat tatgat 


tgtccaatat 


gat taegtae 


ataaaaaaat 


gaaaatgatg 


ibU 


tctgtcatga 


gagatat tta 


tgc tgatat t 


cctggttatg 


ataaatataa 


aat taatgee 




gcatattcac 


t tggaggece 


ggaat tgt ta 


agaaaaacac 


t taacaaaaa 


4- 4- 4- _ j—*- --,4- 4- 

u ctaggLgct 


_l Q A 


aatcctgagt 


attaegctgt 


— . ~t*~ — , ^~ _ 4_ 4- 4_ 4_ 

agtagatttt 


ac tggat t tg 


aaaaaatgat 


agatgaac ta 


C /l ft 


cagcctaatg 


gtgt cccaat 


tgatgtggaa 


aaagacatgt 


c tgaaaat at 


aggtgtgt c t 


c ft ft 


ttgaaaaaag 


gacatcataa 


4_ 4_ _ _ _ 4_ _, _ j_ 

gttaaatggc 


aaagaattac 


4- 4- s~t 4- 4- 4- r-» 

tuggt tatgc 


4- — _ _ j_ 4_ — — , — _ 4_ 

tagatcccgt 


_T _T ft 

660 


catgatccgg 


aaggegat t t 


tggtcgtgtg 


agaagacaac 


aacaagtgat 


gcaaacatta 


7 2 0 


aagcaagagt 


4_ _ i_ 4. _ 4- 4- 4- 

tagttaattt 


caatacagtt 


gegaaactae 


caaaagt tgc 


4- — - 4_ 4_ 4_ 4_ 4_ _ 

tggtatxtta 


T O ft 

7 o 0 


agaggttatg 


ttaatacaaa 


tatgectaac 


tetgegattt 


ttcaaacagg 


tataagtttt 


840 


ggaattcgtg 


gagataaaga 


tgtgcaatct 


ttgacagtcc 


ctattaaagg 


aagctatcaa 


900 


gatattaata 


caaataatga 


tggtagtgcg 


cttcaaatag 


actctgagaa 


aaataagcaa 


960 


gcaatcaaaa 


atttctttga 


agataat 








987 


<210> 12 
<211> 1881 
<212> DNA 

<213> Staphylococcus 


epidermidis 








<400> 12 
atggaagcat 


acaaaattga 


acatttaaat 


aaatcctatg 


cagataaaga 


aatttttaat 


60 


gatcttaacc 


tatctatatc 


tgagcatgaa 


agaattggat 


t agt aggt at 


caatggaaca 


1 O ft 

lzU 


ggtaaaagta 


cactattaaa 


agtcattggt 


ggtctagatg 


aagat t t t ac 


tgcagatat t 


1 OA 

loU 


acccacccta 


atcaatatcg 


cattegttat 


tcctctcaaa 


aacaagacci. 


caa eggeca u 


o a n 


atgactgtgt 


tcgaagctgt 


tttaagttcg 


gatactccta 


cat t aagaat 


■_"___+**__i - __i^r__r__r__*__ 

uauaaaaaaa 


■a ft n 


tatgaagaag 


cagttaatcg 


etatgegtta 


gatcaaagtg 


— _4_— 4_— — 4_4_4_ 

acLCtaacct 


caataaaacg 


"_ C ft 


atggaagcac 


aagaagaaat 


ggatcaaaag 


gatgcatggg 


ac tataatgc 


agaaat taaa 


4 Z U 


acgattttat 


ctaaactagg 


gattcacgat 


acaactaaga 


aaatagttga 


actttegggt 


480 


ggtcaacaaa 


aaagagttgt 


attggctaaa 


actctaatag 


aacaacegga 


tttacttttg 


540 


ctagatgaac 


cgacgaacca 


tcttgacttt 


gaatccatcc 


gttggctcat 


taattatgtc 


600 


aagcaatatc 


cacatacagt 


tttatttgta 


acacatgatc 


gctacttttt 


aaatgaagta 


660 
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tcgacgcgaa 


ccacugaacu 


ggatagaggg 


aagu caaaaa 


ca uacccagg 


uaauuacgaa 


/ z u 


gattacatag 


taatgcgtgc 


agaaaatgaa 


c caguagaac 


aaaaacaaca 


agaaaaacaa 


/ ou 


aaagcattgt 


ataaacaaga 


gt tagcatgg 


atgcgagcag 


gagcaaaggc 


aagaactact 




aaacaacagg 


cacgtatcaa 


4- — l /— , — . 4- 4- 4- -v 4- 

tagacttaat 


caactagaat 


cagacgttaa 


gaegcaacat 




acacaagata 


agggtgaact 


taatcttgca 


tattcaaggt 


taggtaaaca 


agtatatgaa 


e* r» 


ttaaagaatt 


tat caaaatc 


aattaataat 


_ _ _ 4_ 4- 4- 4_ _ 4_ 

aaagttttat 


4— 4— *-m -» — * -— 1— _ 4_ 

ttgaagatgt 


cactgaaatt 


102 0 


attcaaagtg 


gtagacgtat 


— . /T 4- — k 4- 4- — i 

aggtat tgta 


ggacctaatg 


gagcgggaaa 


aacaacatta 


i n on 
10 o 0 


„ 4- 4— _ A 4- A 4- 4- 4- 

cttaatattt 


taagtaatga 


agatcaggac 


tatgagggtg 


agct taaaat 


eggtcagact 


114 0 


gttaaggtag 


^ 4- 4- — .4— 4— 4- 4- — . 

cttattttaa 


gcaaacagaa 


aagacacttg 


accgtgatat 


4- _ _ — +_ _ _ 4- 4- 

tagagtgatt 


±2, 00 


gactacctaa 


gagaagaaag 


tgaaatggct 


aaagaaaaag 


atggtacctc 


•» — . 4— 4~ 4— ,«*_ — . —.4— 4— 

aatt tcagtt 


12 60 


acacaattgt 


tagaaagatt 


tttatttccg 


agcgctacac 


acggtaaaaa 


_ 4_4_4__4____ 

agtt tataaa 


1320 


ctctcaggtg 


gagaacaaaa 


acgtctgtat 


i_ 4_ _ 4_ 1_ _ 4_ 4_ 

ttattgcgtt 


1_ _ _ 4_ 4_ 4— 4— — — 

tacttgt tea 


taaacctaat 


13 80 


gtactccttt 


tagatgaacc 


gactaatgat 


ttagatactg 


aaacacttac 


gattttagaa 


1440 


gattacattg 


atgatttcgg 


tggttctgtc 


attacggtca 


gtcatgatcg 


ttatttctta 


1500 


aataaagtgg 


tacaagaata 


ttggtttatt 


catgatggta 


aaatcgaaaa 


_ _ 4— 4- _ 4- 4— _ 

aattattgga 


15 60 


tcatttgaag 


attatgaatc 


4-4-4— +______ _ 

ttttaaaaag 


gaacatgaac 


gccaagccat 


gctatctaaa 


1620 


caaactgaac 


aacaaaataa 


acataagcat 


caaccaaaaa 


agaaaacagg 


— 4— — .4— m4- 4— — .4- 

actatcttat 


1680 


aaagagaagt 


tagaatacga 


aacaattatg 


acgcgtatag 


aaatgactga 


aacgegttta 


1740 


gaagaccttg 


aacaagaaat 


gattaatgca 


agtgataatt 


atgcaagaat 


caaagaactt 


1800 


aatgaggaaa 


aagagcaact 


tgaagcaacc 


tatgaagcag 


acatcacgag 


atggagtgag 


1860 


cttgaggaaa 


ttaaagaaca 


a 








1881 


<210> 13 
<211> 810 
<212> DNA 

<213> Staphylococcus 


epidermidis 








<400> 13 
atgaaaaaat 


tattcggaat 


tattttagta 


ttggctttaa 


egattgect t 


agetgeatgt 


D 0 


ggtggaggta 


aagataagga 


aaaaactatc 


acagtaggtg 


catctccagc 


accacacgct 


12 0 


gaaattttag 


aaaaagcaaa 


accattattg 


aagaaaaaag 


gttatgattt 


aaaaatcaaa 


180 


ccaattaacg 


attatacaac 


gcctaataaa 


ttattagaca 


aaggtgaaat 


egatgegaac 


240 


ttcttccaac 


atacaccata 


cttaaatact 


gaaagtaaag 


aaaaagggta 


taaaattgaa 


300 


tcggctggga 


atgttgaatt 


agaacctatg 


gctgtatact 


caaaaaaata 


taaaagctta 


360 
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aaagatcttc 


ctaaaggtgc 


aacagtat at 


gtatcaaata 


acccagctga 


acaaggacga 


/tin 
4 2 U 


ttcttaaaat 


4— 4" ^ 4— 4— /t -^s 

tCLLugLaga 


tgaaggtct t 


at taaactta 


aaaaaggcg u 


taaaattgaa 


/t O A 


aatgctaaat 


ttgatgacat 


aactgaaaac 


aaaaaagata 


ttaaatttaa 


caacaaacaa 


54 0 


tcagcagaat 


atttaccaaa 


aatctat caa 


aatcaagacg 


ctgacgcagt 


aatcattaat 


600 


tctaactatg 


cgattgacca 


aaaattaagt 


cctaaaaaag 


attcgattgc 


tttagaatct 


660 


cctaaagata 


acccatatgc 


aaatttaatt 


gcagttaaaa 


aaggtcataa 


agatgataaa 


720 


aatatcaaag 


tattaatgga 


agtgctacaa 


tctaaagaaa 


ttcaagatta 


tattaaagat 


780 


aagtatgatg 


gagctgtcgt 


acctgctaag 








810 


<210> 14 
<211> 1317 
<212> DNA 

<213> Staphylococcus 


epidermidis 








<400> 14 
atggaattaa 


caatatatca 


cacgaatgat 


attcatagtc 


_4— 4— 4— __-^4— — _ _ 

att taaatga 


4— 4— _ 4— — . 4— 

atatgctcgt 


6 0 


attcaagctt 


atatggcaaa 


acatagaccg 


caacttgaac 


atccctcact 


« 4— — ^ 4— — 4^- — — . 1— 

ctatatagat 


12 0 


ataggtgacc 


atgttgattt 


atcagcacct 


gtgacagaag 


ctacggtagg 


acataaaaat 


180 


atagaacttt 


taaatgaagc 


acattgtgat 


attgcaacca 


ttggaaataa 


tgaaggaatg 


24 0 


— . 4—4— 4— 4— — • 

acaatttctc 


atgatgcttt 


acaaaatcta 


tataacgacg 


cggat t t taa 


agtgatt tgc 


3 0 0 


acgaatgtca 


tagatgaaga 


gggacatctt 


ccacatcata 


4—4— »^.«.4.«4.4.« 

ttacctcttc 


gtatatcaaa 


360 


gaaataaaag 


gaacacgtat 


tttatttgtt 


gcagcaacgg 


caccgttcac 


A — _ 4m 4-* 4— 4— 4— ^ 1— 

acctttttat 


42 0 


cgagcactgg 


attggattgt 


tactgaccca 


ttagcggcaa 


tcaaagatga 


aatcaatgca 


4 80 


catcaaggtg 


aatatgatct 


tttaatggtt 


atgagccatg 


tcggtatctt 


4— 4— 4_ 4— — — — . 1_ — — _ 

tt ttgatgaa 


54 0 


aagttatgcc 


aagagattcc 


ggaaatagat 


gttatctttg 


gtagtcatac 


gc a tea teat 


600 


tttgaacatg 


gagaaataaa 


caatggtgtt 


ttgatggcag 


ctgccggaaa 


atatggctat 


66 0 


tatttaggtg 


aagttaatat 


tacgattgaa 


aatggaaaaa 


tcgttgataa 


aatcgccaaa 


-7 "5 f\ 


attcatccta 


ttgaaacact 


tcccttagtc 


gagacacatt 


ttgaagaaga 


aggaagagca 


*7 O f\ 


cttctaagta 


aaccagtagt 


taatcatcat 


gtgaacttag 


tcaaaagaac 


— » — ^ 4— 4— 4— —.4— 4— 

agatgttgtt 


84 0 


acaagaacat 


cgtatttact 


ggctgaaagt 


gtatatgagt 


tttcaagggc 


4— — _ _ 4- 4- — 4- ~, — , 

tgattgegea 


yoo 


atcgtaaatg 


ctggacttat 


agttaatggc 


attgaagctg 


ataaagtgac 


ggaatatgat 


960 


atacatcgca 


tgttacccca 


tccaatcaat 


attgtaagag 


ttcgattaac 


eggtaaacaa 


1020 


ttaaagcaag 


tgattcaaaa 


aagccaaaag 


caagaatata 


tgcacgaaca 


tgcacaaggt 


1080 


cttggtttta 


gaggggatat 


atttggagga 


tatattttat 


ataatctagg 


ctttattgag 


1140 



-17- 



tcagaagacc 


gttattttat 


aggcgatgaa 


gagattcaaa 


atgataaaca 


atatacgtta 


1200 


ggtactgttg 


atatgtatac 


atttggaaga 


tatttcccat 


tgctaaaggg 


gttatctaca 


1260 


gattatatta 


tgcctgaatt 


tttacgtgat 


atttttaaag 


agaaattact 


aaaatta 


1J 1 / 


<210> 15 
<211> 609 
<212> DNA 

<213> Staphylococcus 


epidermidis 








<400> 15 
atggagaaag 


taat ttatct 


agctggccat 


attcttaatg 


aagcaatggt 


tgattataga 


6 0 


gaaaaacaac 


ataaccaagt 


tgaagcaatt 


gagggagtaa 


aaccttatag 


ccctcaccaa 


XZ U 


gacaaatcta 


ttaatgataa 


gtctaatgca 


gttcaagaag 


gtttggccga 


gagaatttta 


18 0 


aagaatgatt 


ttaccgcaat 


ggaaaaatca 


gatatctatg 


ttcttgatgt 


tt taaatgaa 


2 4 0 


ggtttaggaa 


caatttctga 


gctcggaatt 


attattggaa 


tgaagaaaca 


agctcaaaaa 


3 00 


acaattgata 


gattgagtgt 


cttatctgaa 


gaaataaaac 


atgatgtata 


tggagatcaa 


360 


acagaagctt 


atgatttaat 


tcaagacgaa 


atctacaagc 


aagaaaaaat 


cttaaataaa 




acagttctat 


gttactgttc 


agatattaga 


caaggacacg 


gaaaacctta 


tactgatcca 


480 


gaccgtgctg 


aattctctac 


taaccaattt 


gtatatggaa 


tggtactgga 


agctactaat 


540 


ggtgaaggtt 


ttattacttg 


ggatcaagtt 


ttacatagat 


tagatttgtt 


tggaagtggc 


600 


ctaattgtt 












6 0 9 


<210> 16 
<211> 177 
<212> DNA 

<213> Staphylococcus 


epidermidis 








<400> 16 
atgagcaaaa 


agtttagagt 


tgaagataaa 


gaaacaattg 


cagattgtct 


cgacagaatg 


60 


aaaaaagaag 


ggtttatgcc 


aatacgtcgt 


attgagaaac 


cagtttataa 


agagaacaaa 


120 


gatggcagta 


tagagatttt 


aaaacaggat 


attatatttg 


taggtgcttt 


aatccaa 


± / / 


<210> 17 
<211> 11076 
<212> DNA 

<213> Staphylococcus 


epidermidii 










<400> 17 
atgaatctat 


ttagaaaaca 


gaaatttagt 


attagaaaat 


ttaatatagg 


tattttttca 


60 


gcattaatag 


ctacagtcgc 


atttttagct 


catccggggc 


aagcaacagc 


atcagaactg 


120 


gaaccttctc 


aaaataatga 


cactacagct 


caatctgatg 


gagggttaga 


aaacacatct 


180 
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cagtctaatc 


ctataagtga 


ggaaaccaca 


aatacattat 


c tgggcaaac 


agtaccttca 


Z 4 U 


tctactgaaa 


ataagcaaac 


acaaaatgtt 


cctaatcata 


acgctcaacc 


aattgeaata 


o n r\ 


aatactgaag 


aagctgaatc 


tgc tcaaaca 


gcatcttata 


ccaatatcaa 


tgaaaataat 


3 6 0 


gatacgagtg 


acgatgggtt 


acatgttaat 


cagccggcta 


aacatcatat 


tgaagcccaa 


42 0 


tctgaagatg 


taacaaatca 


cacgaactca 


aatcattcaa 


4- 4_ — . 4_ _ _ 4_ 

attcatcgat 


tccagaaaat 


4 80 


aaagctacaa 


cagaatcatc 


aagtaaacct 


aaaaaaagag 


ggaaaagatc 


attagataca 


540 


aataacggaa 


atgacacgac 


aagtacaact 


caaaataegg 


atccaaattt 


aagtaataca 


600 


ggtccaaatg 


gcat taacac 


4- . A— _ _ 4_ 4_ „ „ — 

tgtaattaca 


4— 4~ 4W _t-lt 4- — — .— 4—4— 

tttgatgatt 


taggaattaa 


gacaagtact 


660 


aatcgctctc 


gacctgaggt 


aaaggtagtt 


gatagtctaa 


atggctttac 


aatggttaat 


720 


ggtggtaagg 


teggt ttatt 


aaatagtgtg 


ttagaacgta 


caagcgtgtt 


tgatagtgcc 


780 


gatccgaaaa 


attatcaagc 


aatagataat 


gtegtagect 


taggaegtat 


taaaggaaat 


84 0 


gatccgaatg 


atcatgatgg 


tttcaacggt 


atagaaaaag 


_ _ 4- 4_ 4— 4— — 4— 

aattttcagt 


gaaccctaat 


900 


tctgagataa 


tattttcatt 


taatacaatg 


actgetaaaa 


acagaaaagg 


tggaactcaa 


960 


ttagttttaa 


gaaatgeaga 


aaataatcaa 


gaaattgett 


caactgatat 


tcaaggaggc 


102 0 


ggcgtatatc 


w 4_ 4_l__4_j___ — - 

gtttattcaa 


gttacctgat 


aacgtacata 


ggt taaaagt 


4_ _ _ _ 4_ 4_ +_ _ 4_ — 

tcaatttcta 


1080 


cctatgaacg 


aaatacactc 


agatt ttaaa 


agaat tcaac 


age tacatga 


tgggtataga 


1 14 0 


tactattctt 


ttatagatac 


— . — 4— 4- , _ 4_ —_4_ 4_ 

aattggtgtt 


aattctggtt 


cacatctata 


tgtgaaatca 


12 00 


agacaagtta 


acaaaaatgt 


aaagaatggt 


aaagaatttg 


aagttaatac 


tegtatagag 


1260 


aataatggta 


acttcgctgc 


tgctataggt 


caaaatgaac 


ttacttataa 


agtaacacta 


132 0 


ccagaaaatt 


tegaataegt 


tgataattca 


actgaagttt 


catttgttaa 


cgggaatgtg 


1380 


cctaattcta 


eggtaaatec 


l_ 4_ 4_ 4_ — — 4_ *_ 

gttttcagtt 


^ ^ 4— 4— 4— « — U _ 

aatttcgata 


gacaaaatca 


4— _ 4— 4— 4_ A — * u 

tactttaacg 


144 0 


4— 4- 4— — * 4— _ __4W _ 

tttagtagta 


atggtttaaa 


tttaggaaga 


agtgctcagg 


_ 4— ~ 4— 4- _ 4_ _ 

atgttgctag 


attcttgccc 


1500 


aataaaatac 


taaatattag 


atacaagctt 


agacctgtca 


acatc tcaac 


gccacgtgaa 


1560 


gcgactttca 


atgaagcaat 


taaat ataag 


— _,_4-4-4—4-.~4- — _ 

acattttctg 


— » 4- — . 4- 4— — . « — 4_ 

aatat tacat 


taacactaat 


162 0 


gacaatactg 


ttac tggtca 


acaaacacct 


tccagtatta 


a 4— 4— — * 4— — - A 4— 

atg tea teat 


gaataaagac 


1680 


gatt tatcag 


aacaggtcaa 


taaggatatc 


atcccatcga 


actatacact 


4_ _ 4_ 4_ 4- 4- _ 4- 

tgcttcttat 


T "7 A n 

1740 


aataaatata 


ataagttgaa 


agaaegtget 


cagactgttc 


tggatgaaga 


aacaaacaat 


1800 


acacctttta 


accaaagata 


ctctcaaact 


caaattgatg 


atttgttaca 


cgaattacaa 


1860. 


acaacactaa 


taaatcgtgt 


gagtgetteg 


agagaaatta 


atgataaagc 


tcaagaaatg 


1920 


actgatgetg 


tatatgatag 


tacagaatta 


actactgaag 


aaaaagatac 


attagttgat 


1980 
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caaattgaaa 


atcataaaaa 


tgaaatttct 


aataacattg 


atgatgaact 


tacagatgat 


2040 


ggtgttgaaa 


gagtcaaaga 


ggctggatta 


catactctag 


aaagtgatac 


tccacatcca 


2100 


gtaacaaaac 


caaatgcacg 


acaagttgtg 


aataacagag 


cagatcaaca 


aaagacgctt 


2160 


atacgtaaca 


atcatgaggc 


aactaccgaa 


gaacaaaatg 


aagcgattag 


acaagttgag 


2220 


gcacattcat 


ctgatgctat 


cgccaaaata 


ggtgaggcag 


aaacagatac 


cactgtaaat 


2280 


gaagctagag 


acaatggtac 


gaaattaata 


gctacagatg 


ttccaaatcc 


aactaaaaaa 


2340 


gcagaagcta 


gagcggcagt 


taccaacagt 


gcaaattcaa 


aaattaagga 


tatcaacaat 


2400 


aatacacaag 


caacattaga 


cgagagaaat 


gatgctatcg 


cacttgttaa 


tagatcaaaa 


2460 


gatgaagcaa 


ttcaaaatat 


taacactgca 


caaggtaatg 


atgatgtcac 


tgaagcacaa 


2520 


aataatggaa 


cgaatacgat 


acaacaagta 


ccattaactc 


cagtgaaaag 


acaaaatgca 


2580 


atagcaacta 


tcaatgctaa 


agcggatgaa 


caaaaacgtt 


taattcaagc 


aaacaataat 


2640 


gcaacgactg 


aagaaaaagc 


tgatgcagag 


cgtaaagtta 


atgaagcagt 


cataactgca 


2700 


aatcaaaata 


ttaccaatgc 


aactactaat 


agagatgttg 


atcaagcaca 


aacaactgga 


2760 


agtggtatca 


tatctgctat 


tagtcctgca 


acgaagatta 


aagaggatgc 


acgtgcagca 


2820 


gtagaagcta 


aagctattgc 


acaaaatcaa 


caaattaatt 


caaataatat 


ggcaacaact 


2880 


gaagaaaagg 


aggatgcatt 


aaatcaagta 


gaagcacata 


agcaggccgc 


aatagcaact 


2940 


atcaatcaag 


cgcagtcaac 


tcagcaagtt 


tctgaagcta 


agaataatgg 


cataaatact 


3000 


attaatcaag 


atcaacctaa 


cgcagttaag 


aaaaataata 


caaaaataat 


attagaacaa 


3060 


aaaggaaacg 


agaaaaagtc 


agcaatagct 


caaacacctg 


atgctaccac 


tgaagagaaa 


3120 


caagaagctg 


tcagtgctgt 


ttcgcaagct 


gttaccaatg 


gcattaccca 


tatcaaccaa 


3180 


gcaaattcta 


atgatgatgt 


tgatcaagaa 


cttagtaatg 


cagaacaaat 


tattactcaa 


3240 


actaatgtca 


atgttcaaaa 


aaaacctcaa 


gccagacaag 


cattgattgc 


taaaacaaat 


3300 


gaaaggcaga 


gtacgattaa 


tactgacaat 


gaaggcacta 


tagaagaaaa 


acaaaaagca 


3360 


attcaaagtt 


tgaatgatgc 


taaaaattta 


gctgatgaac 


aaattacaca 


ggctgcttct 


3420 


aatcaaaatg 


tcgacaacgc 


cttaaatata 


ggtataagta 


atatcagtaa 


aatacagact 


3480 


aatttcacta 


aaaagcaaca 


agctagagac 


caagtaaatc 


aaaagttcca 


agaaaaagaa 


3540 


gctgagttaa 


attcaacacc 


tcatgcaact 


caagatgaaa 


aacaagatgc 


gttaactaga 


3600 


ttaacacaag 


caaaggaaac 


tgcactcaac 


gacataaatc 


aagcacaaac 


aaatcaaaat 


3660 


gtggatacag 


cacttactag 


tggaattcaa 


aatattcaaa 


atacacaagt 


taatgttagg 


3720 


aaaaagcaag 


aagccaaaac 


tacgattaat 


gatattgttc 


aacaacataa 


acaaactata 


3780 


caaaataatg 


atgatgctac 


aactgaagag 


aaggaagtcg 


caaataattt 


agttaatgca 


3840 
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tcacagcaaa 


atgtaattag 


taagatcgat 


aatgctacaa 


cgaataatca 


aattgatggt 


3 900 


attgtgagtg 


atggtagaca 


aagcataaat 


gcaat tacac 


ctgatacatc 


aattaaaaga 


3 960 


aatgctaaaa 


atgatattga 


tattaaagca 


gctgataaga 


aaataaaaat 


tcaaagaata 


4 02 0 


aatgatgcta 


cagatgaaga 


aat tcaagaa 


gcgaatcgta 


aaattgaaga 


agctaagatt 


4 080 


gaagcaaaag 


ataatattca 


acgcaatagt 


actagagatc 


aagtaaatga 


agcgaaaact 


4 14 0 


aatggaataa 


ataaaataga 


aaatataaca 


ccagcaacta 


ctgtgaaatc 


tgaagctaga 


4 200 


caagcagtac 


agaataaagc 


aaatgaacag 


attaatcata 


ttcaaaacac 


gcctgatgca 


4260 


actaatgaag 


aaaaacaaga 


ggcaataaat 


agagtaagtg 


ctgaattagc 


aagagt tcaa 


432 0 


gcacaaataa 


atgcagaaca 


tacaacccaa 


ggtgtcaaaa 


ctatcaaaga 


cgacgcgata 


4 3 80 


acttctttat 


ctcgaattaa 


tgcacaagtt 


gttgagaaag 


agtctgcaag 


aaatgcaatc 


444 0 


gaacaaaagg 


caacacaaca 


aacgcaattt 


attaataata 


atgataatgc 


tacagatgaa 


4 500 


gaaaaagagg 


tcgccaacaa 


tttagttatc 


gctacaaaac 


aaaaatcatt 


agataatatt 


4560 


aactccttat 


cttcaaataa 


tgatgttgaa 


aatgctaaag 


tagcaggaat 


aaatgaaata 


4620 


gctaacgttt 


taccagcaac 


cgctgttaag 


tcaaaagcaa 


aaaaagatat 


tgatcaaaaa 


4 680 


ctcgcgcaac 


agattaatca 


aattcaaacg 


catcaaactg 


ctacaactga 


ggaaaaagaa 


4 74 0 


gcggctattc 


aattggcaaa 


tcaaaaatca 


aatgaagcaa 


gaacagcaat 


tcaaaatgaa 


4 800 


catagtaaca 


atggtgtcgc 


acaagctaaa 


tctaacggca 


ttcatgaaat 


tgaattagtt 


4 860 


atgccagatg 


cgcacaaaaa 


atctgatgct 


aaacaaagta 


tcgataataa 


atataatgag 


4920 


caaagtaata 


ctatcaacac 


tacaccagat 


gcaacagatg 


aagaaaagca 


aaaagcatta 


4 980 


gataaattaa 


aaatagctaa 


agatgcagga 


tacaacaaag 


ttgatcaagc 


gcaaacaaac 


5040 


caacaagtat 


ctgatgcaaa 


aactgaggct 


atagatacga 


taactaatat 


tcaagcaaat 


5100 


gttgcaaaaa 


aaccatccgc 


tcgagtggaa 


ttagattcaa 


agtttgagga 


tttaaagcgt 


5160 


caaatcaatg 


caacgcccaa 


tgctacagaa 


gaagaaaaac 


aagatgcaat 


tcaaagattg 


522 0 


aatggtaaaa 


gagatgaagt 


taagaatcta 


ataaatcaag 


atagacgtga 


caatgaagtt 


52 80 


gaacagcaca 


aaaatattgg 


acttcaagaa 


ttagaaacga 


ttcatgctaa 


tccaactaga 


534 0 


aaatctgatg 


cgctccaaga 


gttacaaact 


aaat ttattt 


cacaaacaga 


4_4__._4_4___4_ 

gttaattaat 


54 00 


aataacaaag 


atgcaactaa 


tgaagaaaaa 


gatgaagcca 


aacgacttct 


tgagattagt 


5460 


aaaaataaaa 


ctataacaaa 


tatcaatcaa 


gcgcaaacta 


ataatcaagt 


tgataatgct 


5520 


aaagataacg 


gcatgaatga 


gattgctacc 


ataataccag 


caacaacaat 


taaaacagat 


5580 


gcaaaaacgg 


ctattgataa 


aaaagctgag 


caacaagtta 


caatcatcaa 


tggtaacaac 


5640 
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gatgcaacag 


atgaagaaaa 


agcagaggct 


agaaagctgg 


ttgaaaaagc 


gaaaattgaa 


5700 


gccaaatcta 


atattacaaa 


tagtgatact 


gaaagggaag 


tcaatggtgc 


taaaaccaat 


5760 


gggttagaaa 


aaataaacaa 


tattcaacca 


tcaactcaaa 


ctaaaacaaa 


tgctaagcaa 


5820 


gaaataaatg 


acaaagctca 


agaacaatta 


atccaaatta 


ataacacgcc 


tgatgcaacc 


5880 


gaagaagaaa 


agcaagaggc 


aacaaataga 


gtcaatgctg 


gattagcaca 


agcaatacaa 


5940 


aatattaata 


atgcacatag 


tactcaagaa 


gtaaatgaat 


ctaaaacaaa 


tagtattgct 


6000 


acaatcaaga 


gtgtacaacc 


caatgtgatc 


aaaaaaccga 


ctgctataaa 


tagtttgact 


6060 


caagaagcta 


ataatcaaaa 


gacgttaata 


ggtaatgatg 


gtaatgctac 


tgatgatgaa 


6120 


aaagaggctg 


caaagcaatt 


agtgacccaa 


aaattaaatg 


aacaaattca 


aaaaattcat 


6180 


gaaagtacac 


aagataatca 


agttgataac 


gtaaaagcac 


aagctatcac 


tgcaattaaa 


6240 


ttgattaatg 


caaatgcaca 


taaaagacaa 


gatgccatta 


atattttgac 


taatctagct 


6300 


gaaagtaaaa 


aatcagatat 


aagagccaat 


caagatgcaa 


ctactgaaga 


gaaaaatacg 


6360 


gcaatacaat 


ctatagatga 


tacgttagca 


caagcacgta 


acaatattaa 


tggtgcaaat 


6420 


acaaatgcgt 


tagtggatga 


gaatttagaa 


gatggtaagc 


aaaagttaca 


acgtattgtg 


6480 


ttgtcaactc 


aaactaaaac 


acaagctaaa 


gcagacattg 


ctcaagcaat 


aggtcaacaa 


6540 


aggtcgacaa 


tagaccagaa 


tcaaaatgct 


acaacagaag 


aaaaacaaga 


agcccttgag 


6600 


agacttaatc 


aagaaacaaa 


tggagtcaat 


gatagaatac 


aagcagcttt 


agcaaatcaa 


6660 


aatgttacag 


acgaaaaaaa 


taatatatta 


gaaacaataa 


gaaatgttga 


acctattgta 


6720 


attgtaaaac 


caaaggctaa 


tgaaataatt 


agaaaaaaag 


ctgcggaaca 


aacgacttta 


6780 


ataaatcaaa 


atcaagatgc 


gacactagaa 


gaaaaacaaa 


tagcacttgg 


caaattagaa 


6840 


gaagtaaaga 


atgaagcgtt 


aaatcaagta 


tcacaggcac 


actcaaataa 


tgatgtgaaa 


6900 


attgtggaaa 


ataatggaat 


tgctaaaatt 


tctgaggtcc 


atcctgagac 


tataattaaa 


6960 


cgtaatgcta 


aacaagaaat 


tgaacaagat 


gcgcaaagtc 


aaattgatac 


tatcaatgca 


7020 


aataataaat 


caactaatga 


agaaaaatca 


gccgctatag 


atagagttaa 


tgtagctaaa 


7080 


attgatgcta 


ttaacaatat 


tactaatgct 


acaactacac 


aattagttaa 


tgatgctaaa 


7140 


aatagtggta 


acacgagtat 


tagccaaata 


ttaccaagta 


cagcagtcaa 


aactaatgca 


7200 


ttagcagctc 


tagctagcga 


agctaaaaat 


aaaaacgcta 


taatagatca 


aacaccaaat 


7260 


gcgacagcag 


aagaaaaaga 


agaagcaaat 


aataaagttg 


atcgtcttca 


agaagaagca 


7320 


gatgctaata 


tcctaaaagc 


acacactact 


gatgaagtta 


ataatattaa 


aaatcaagct 


7380 


gttcaaaata 


ttaacgctgt 


tcaagttgaa 


gttatcaaga 


aacaaaacgc 


taaaaaccaa 


7440 


ttaaatcaat 


tcattgataa 


tcaaaagaaa 


attattgaaa 


atacgcctga 


tgcaacacta 


7500 
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gcgaagtact 


tggaacaaaa 


tcaaacgcaa 


taacattgtt 


acaagcaatc 


9480 


agtgcggatg 


tacaagttaa 


accacaagca 


tttgaagaaa 


tcaatgcaca 


agctgaaatt 


9540 


caaagagaac 


gaattaatgg 


aaatagtgat 


gcgacaagag 


aagaaaaaga 


agaagcttta 


9600 


aaacaagttg 


atacattagt 


aaatcattca 


tttattacaa 


ttaataatgt 


taataaaaat 


9660 


caagaagttt 


atgatactaa 


agacaaaacg 


attgaagcta 


ttcataaaat 


caaaccaata 


9720 


tcaactatca 


aaccacaagc 


attaaatgaa 


atcactattc 


aactagacac 


tcaacgtgat 


9780 


ttaataaaga 


ataataaaga 


gtctacagtt 


gaagaaaaag 


cctcggctat 


cgataaatta 


9840 


attaaaactg 


cagcaagaat 


agccgaatca 


atagataaag 


ctcaaacaaa 


tgaagaagtt 


9900 


aaaaatatta 


aaaaacaaag 


tattgatgaa 


atttctaaaa 


tactacctgt 


tattgaaatt 


9960 


aaatcagctg 


caagaaatga 


aattcatcaa 


aaagcagaag 


ttattcgcgg 


attaattaat 


10020 


gataatgaag 


aagcgactaa 


agaagaaaaa 


gatatcgcat 


taaatcaatt 


agacacaact 


10080 


ctaacacaag 


caaatgtttc 


aattgaccaa 


gcattaacaa 


atgaagctgt 


taatagagct 


10140 


aaagaaatag 


caaattctga 


aattaataaa 


atttctgtca 


ttgccattaa 


aaagcctgaa 


10200 


gctatagcag 


aaattcaaga 


actagcagat 


aaaaaattaa 


ataaatttaa 


acaaagtcaa 


10260 


gaagctacta 


ttgaagaaaa 


gcaatcagct 


atcaatgaat 


tagaacaagc 


tttaaaatca 


10320 


gctattaatc 


atattcatca 


atctcaaaat 


aatgaatcag 


tgagcgctgc 


attaaaagaa 


10380 


agtatatctt 


taatagactc 


gattgaaatt 


caagcacata 


aaaaattaga 


agctaaagca 


10440 


tacattgatg 


gatatagtga 


cgataaaatt 


aatgacatat 


cttctagagc 


gactaacgaa 


10500 


gaaaaacaaa 


tatttgtaag 


taaacttaaa 


gcattaatca 


atcgtacaca 


taaacagatt 


10560 


gacgaagctg 


aaacatttgt 


ttcagttgaa 


acaattgtcc 


gaaactttaa 


agttgaagcg 


10620 


gataaattaa 


actcaattgt 


acgtaaaaaa 


gctaaagcat 


cgaaggaaat 


tgaattagaa 


10680 


gcagaccatg 


taaagcaaat 


gataaatgca 


aatttaagtg 


ctagtactag 


agtgaaacaa 


10740 


aatgctcgta 


cattgataaa 


tgaaattgtt 


agtaacgctt 


taagtcaact 


taataaagta 


10800 


accacaaata 


aagaagttga 


tgaaatagtt 


aacgaaacga 


ttgaaaaact 


taagtcaata 


10860 


caaataagag 


aagataaaat 


attgagtagt 


caacgttcat 


caacatctat 


gacggaaaaa 


10920 


tctaatcaat 


gttatagttc 


cgagaataat 


acaattaaat 


ctctaccaga 


ggcaggaaat 


10980 


gctgataaat 


cactaccatt 


agcaggagtt 


actttaatat 


ctggtttagc 


aatcatgtcc 


11040 


tcacgtaaaa 


agaaaaaaga 


taaaaaagta 


aatgac 






11076 
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<210> 18 

<211> 1317 

<212> DNA 

<213> Staphylococcus epidermidis 

<400> 18 



ttggatataa 


aaatgcctaa 


gcttggtgaa 


agtgtgcatg 


aaggtacgat 


tgaacaatgg 


60 


ttagtatcag 


taggagatca 


tgtagatgag 


tatgaaccat 


tatgtgaagt 


tattacagat 


120 


aaagtaacag 


ctgaagtgcc 


ttcaacaatt 


tctggaacaa 


taacagaatt 


agtggttgaa 


180 


gaaggacaaa 


ctgtcaatat 


taacacggtg 


atttgtaaaa 


tcgattcgga 


aaatggtcaa 


240 


aatcaaacag 


aatcggcaaa 


tgagtttaag 


gaagaacaaa 


atcagcattc 


tcaatcaaat 


300 


ataaacgtgt 


cacaattcga 


aaataatcct 


aaaactcatg 


aaagtgaggt 


gcatacagcc 


360 


tctagtcgcg 


caaataacaa 


tggacgattt 


tcaccagttg 


tctttaaatt 


agcttctgaa 


420 


catgatattg 


atttaacaca 


agtcaaagga 


actggttttg 


aaggtcgtgt 


tactaagaaa 


480 


gatattcaaa 


atattattaa 


caatccaaac 


gatcaagaaa 


aagagaaaga 


atttaaacaa 


540 


acagataaaa 


aagatcattc 


aacgaaccat 


tgtgactttt 


tacatcaatc 


ctcaactaaa 


600 


aacgaacact 


caccattatc 


aaatgaacgt 


gtcgtaccag 


ttaaaggtat 


tagaaaagct 


660 


atcgcacaaa 


atatggttac 


tagtgtcagc 


gaaataccac 


acggttggat 


gatggttgaa 


720 


gctgatgcaa 


cgaatttggt 


tcagactaga 


aactatcata 


aagctcaatt 


taaacagaat 


780 


gagggttaca 


atttaacttt 


ctttgcgttt 


tttgtaaaag 


ctgttgcaga 


ggctttaaaa 


840 


gtaaatccat 


tactcaatag 


tacatggcaa 


ggagatgaaa 


ttgttatcca 


caaagatatt 


900 


aatatctcta 


ttgctgttgc 


agacgatgat 


aagttgtatg 


tgccagtcat 


taaaaatgca 


960 


gatgaaaaat 


caattaaagg 


tatcgcgcgt 


gaaatcaatg 


atttagctac 


taaagcaaga 


1020 


ttaggaaaat 


tagcacaaag 


tgatatgcaa 


aacggtacat 


ttacggttaa 


taatactggt 


1080 


tcttttggtt 


ctgtttcttc 


aatgggaatc 


attaatcatc 


cacaagctgc 


cattttacaa 


1140 


gtagaatcag 


tcgttaagaa 


acctgtagtt 


atagatgata 


tgattgcaat 


tagaaatatg 


1200 


gttaatttgt 


gtatttcaat 


cgatcatcgt 


attctcgatg 


gtgttcaaac 


gggaaaattt 


12 60 


atgaatcttg 


ttaagaaaaa 


aatagaacaa 


tattctattg 


aaaacacttc 


tatttat 


1317 


<210> 19 
<211> 885 
<212> DNA 

<213> Staphylococcus 


epidermidis 










<400> 19 
atgaatacta 


tcattgaaga 


atatttaaat 


ttcattcaaa 


ttgaaaaagg 


attaagtaac 


60 


aatactatag 


gagcgtatcg 


aagagattta 


aaaaaatata 


aagattatct 


tgaagataac 


120 
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aagatttcac 


atatcgattt 


tattgataga 


caaattatcc 


aagagtgtct 


tggacacctt 


180 


atagatatgg 


ggcaatcttc 


aaaatctctc 


gcaaggttta 


tttctacaat 


aagaagcttt 


240 


catcagtttg 


cattacgcga 


aaaatatgct 


gctaaagacc 


caactgtttt 


aattgaaaca 


300 


cccaaatatg 


aaaagaaatt 


accagatgtg 


cttgaaatag 


acgaagtaat 


agcattactg 


360 


gaaacgcctg 


atttaactaa 


gaataatgga 


tatcgtgatc 


gtacgatgtt 


ggagctttta 


420 


tacgccacag 


gtatgcgtgt 


aactgaaatt 


attcaattag 


atgttgaaga 


cgtaaactta 


480 


atgatgggat 


ttgtaagagt 


tttcgggaaa 


gggaataagg 


aaagaatcgt 


tcccttagga 


540 


gataccgtca 


tcgaatattt 


aactacatat 


attgaaaccg 


taagacctca 


attactcaaa 


600 


caaaccacaa 


ctcaagcgct 


atttcttaac 


atgcatggaa 


agtctttatc 


aagacaaggc 


660 


atttggaaaa 


tcattaaaca 


atatggtttg 


aaagctaata 


tcaataaaac 


gcttacacca 


720 


catacattac 


ggcattcatt 


tgcaacacat 


ctcttagaaa 


atggtgctga 


tttaagagcc 


780 


gtacaagaaa 


tgttaggtca 


ctctgatatt 


tctacaactc 


aactttatac 


acatgtatct 


840 


aaatcacaaa 


ttagaaaaat 


gtatacgcag 


tttcatccaa 


gagct 




885 


<210> 20 
<211> 2400 
<212> DNA 

<213> Staphylococcus 


epidermidis 








<400> 20 
atgagtttag 


tatatcttat 


ggcgactaat 


ttattagtca 


tgctcatagt 


tttattcact 


60 


ctgagtcatc 


gtcaactaag 


aaaggttgcg 


ggctatgttg 


cattaatagc 


tcctattgtg 


120 


acatctacat 


attttattat 


gaaaatacca 


gatgtgattc 


gaaataagtt 


tattgctgtt 


180 


cgattaccat 


ggatgccttc 


aattgatatt 


aatttagatt 


taagattaga 


tggtttaagt 


240 


ttaatgttcg 


gcttaattat 


ttcgctaata 


ggtgtgggtg 


tattttttta 


tgctacgcaa 


300 


tatttatccc 


acagtacgga 


caatcttcct 


agatttttca 


tctatttact 


attatttatg 


360 


ttcagtatga 


ttggcattgt 


aatagctaat 


aataccatct 


taatgtatgt 


attttgggaa 


420 


ctcacaagta 


tttcctcatt 


cttgcttata 


tcctattggt 


acaataatgg 


tgaaagtcaa 


480 


ttaggcgcca 


ttcaatcttt 


catgattaca 


gtgtttggtg 


ggctagcgtt 


attaacagga 


540 


tttatcattt 


tatatatcat 


tacaggaaca 


aacacaatta 


ctgatatcct 


taatcaacgc 


600 


aatgcaattt 


cacgacatcc 


tttatttata 


ccaatgattt 


tgatgctatt 


attaggtgct 


660 


tttaccaaat 


ctgcacaatt 


tccgtttcat 


atttggttac 


caaaggccat 


ggcagcacct 


720 


acaccagtaa 


gtgcttatct 


tcattcggca 


acaatggtaa 


aggctggaat 


ctttttacta 


780 


tttagattta 


cacctttatt 


gggacttagt 


aatgtttata 


tttatacagt 


gacatttgtt 


840 



-26- 



ggtctaataa 


ctatgttatt 


tggatcttta 


actgctttac 


gacaatacga 


cttaaaaggt 


900 


atactcgctt 


attctacaat 


aagtcaatta 


ggtatgatta 


tgacaatggt 


aggtctaggt 


960 


ggcggttatg 


ctcagcacac 


atcagatgaa 


ttgtctaagt 


tttatatttt 


agttttattt 


1020 


gctggcttat 


tccatttaat 


gaatcatgcg 


gtttttaaat 


gtgcattatt 


tatgggcgtt 


1080 


ggtatcattg 


atcacgagtc 


cggaacacgt 


gatattcgtt 


tgctaaatgg 


tatgcgtaaa 


1140 


gtcttcccta 


aaatgcatat 


tgtcatgttg 


ctcgctgcat 


tatctatggc 


aggtgttcct 


1200 


tttttaaatg 


gctttttaag 


taaggaaatg 


tttttagatt 


cgttaactaa 


agcaaacgaa 


1260 


cttgatcaat 


atggcttcgt 


attaacgttt 


gtgattattt 


caataggtgt 


catcgcgagt 


1320 


atattgactt 


ttacttatgc 


actttacatg 


ataaaagaaa 


cattctgggg 


aaattacaat 


1380 


atagaaaaat 


ttaaacgtaa 


acaaatacat 


gaaccatggc 


tatttagttt 


accagctgtg 


1440 


attttaatgt 


tactcattcc 


agttatcttc 


tttgttccaa 


acgtttttgg 


caactttgtt 


1500 


attttgcccg 


caaccagatc 


tgtatctggg 


ataggtgcgg 


aggttgatgc 


atttgtgcca 


1560 


catatttctc 


agtggcatgg 


tgtgaatctt 


ccattaattt 


taagtatagt 


tgttattatt 


1620 


attggactta 


ttttagctct 


agttgtgaat 


tggaaagagg 


ttacgcatca 


aataatcaaa 


1680 


agtgcttcga 


ttacagatgg 


ctatcggaaa 


atttatagag 


aatttgaatt 


atactcagcc 


1740 


cgtggtatac 


gtgcattgat 


gaataataaa 


ttgaattatt 


acatcatgat 


tacattattt 


1800 


atttttgtag 


ctattgtagt 


ttatggatat 


ttgactgtgg 


gttttcctca 


tgtacatcag 


1860 


cttcatatta 


gttctttcgg 


accgttggaa 


gttatcttat 


cagttgtaac 


attgattatc 


1920 


ggcatttcat 


taatctttat 


tcgtcaacga 


ctaacgatgg 


tggtattgaa 


tggaatgatt 


1980 


ggattcgcag 


ttacattata 


ttttattgca 


atgaaagctc 


cagatttagc 


tttaacacag 


2040 


ttagttgttg 


aaactattac 


gacaatctta 


tttattgtta 


gtttttcgag 


actacctaac 


2100 


atccctcgag 


ttaaggcaaa 


tttaaaaaaa 


gagaccttca 


aaatcattgt 


gtcacttgtt 


2160 


atggcattga 


cggtggtatc 


acttattttt 


gttgctcaac 


aagcagatgg 


tatgccttca 


2220 


attgctaaat 


tttatgaaga 


tgcatatgaa 


cttacaggtg 


gaaaaaatat 


tgtcaatgct 


2280 


atactaggtg 


acttcagagc 


tttagatact 


atgtttgaag 


gactagtgtt 


aatcatagct 


2340 


ggattaggta 


tttatacgtt 


acttaattac 


aaagatagga 


gggggcaaga 


tgaaagagaa 


2400 


<210> 21 
<211> 2676 
<212> DNA 

<2 13 > Staphylococcus 


epidermidis 








<400> 21 
ttgtttggtt 


taggtcataa 


tgaggccaaa 


gctgaggaga 


atacagtaca 


agacgttaaa 


60 
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gattcgaata 


tggatgatga 


attatcagat 


agcaatgatc 


agtccagtaa 


tgaagaaaag 


120 


aatgatgtaa 


tcaataatag 


tcagtcaata 


aacaccgatg 


atgataacca 


aataaaaaaa 


180 


gaagaaacga 


atagcaacga 


tgccatagaa 


aatcgctcta 


aagatataac 


acagtcaaca 


240 


acaaatgtag 


atgaaaacga 


agcaacattt 


ttacaaaaga 


cccctcaaga 


taatactcag 


300 


cttaaagaag 


aagtggtaaa 


agaaccctca 


tcagtcgaat 


cctcaaattc 


atcaatggat 


360 


actgcccaac 


aaccatctca 


tacaacaata 


aatagtgaag 


catctattca 


aacaagtgat 


420 


aatgaagaaa 


attcccgcgt 


atcagatttt 


gctaactcta 


aaataataga 


gagtaacact 


480 


gaatccaata 


aagaagagaa 


tactatagag 


caacctaaca 


aagtaagaga 


agattcaata 


540 


acaagtcaac 


cgtctagcta 


taaaaatata 


gatgaaaaaa 


tttcaaatca 


agatgagtta 


600 


ttaaatttac 


caataaatga 


atatgaaaat 


aaggttagac 


cgttatctac 


aacatctgcc 


660 


caaccatcga 


gtaagcgtgt 


aaccgtaaat 


caattagcgg 


cagaacaagg 


ttcgaatgtt 


720 


aatcatttaa 


ttaaagttac 


tgatcaaagt 


attactgaag 


gatatgatga 


tagtgatggt 


780 


attattaaag 


cacatgatgc 


tgaaaactta 


atctatgatg 


taacttttga 


agtagatgat 


840 


aaggtgaaat 


ctggtgatac 


gatgacagtg 


aatatagata 


agaatacagt 


tccatcagat 


900 


ttaaccgata 


gttttgcaat 


accaaaaata 


aaagataatt 


ctggagaaat 


catcgctaca 


960 


ggtacttatg 


acaacacaaa 


taaacaaatt 


acctacactt 


ttacagatta 


tgtagataaa 


1020 


tatgaaaata 


ttaaagcgca 


ccttaaatta 


acatcataca 


ttgataaatc 


aaaggttcca 


1080 


aataataaca 


ctaagttaga 


tgtagaatat 


aagacggccc 


tttcatcagt 


aaataaaaca 


1140 


attacggttg 


aatatcaaaa 


acctaacgaa 


aatcggactg 


ctaaccttca 


aagtatgttc 


1200 


acaaacatag 


atacgaaaaa 


ccatacagtt 


gagcaaacga 


tttatattaa 


ccctcttcgt 


1260 


tattcagcca 


aagaaacaaa 


tgtaaatatt 


tcagggaatg 


gcgatgaagg 


ttcaacaatt 


1320 


atcgacgata 


gtacaatcat 


taaagtttat 


aaggttggag 


ataatcaaaa 


tttaccagat 


1380 


agtaacagaa 


tttatgatta 


cagtgaatat 


gaagatgtca 


caaatgatga 


ttatgcccaa 


1440 


ttaggaaata 


ataatgacgt 


gaatattaat 


tttggtaata 


tagattcacc 


atatattatt 


1500 


aaagttatta 


gtaaatatga 


ccctaataag 


gacgattaca 


cgacgataca 


gcaaactgtg 


1560 


acaatgcaaa 


cgactataaa 


tgagtatact 


ggtgagttta 


gaacagcatc 


ctatgataat 


1620 


acaattgctt 


tctctacaag 


ttcaggtcaa 


ggacaaggtg 


acttgcctcc 


tgaaaaaact 


1680 


tataaaatcg 


gagattacgt 


atgggaagat 


gtagataaag 


atggtattca 


aaatacaaat 


1740 


gataatgaaa 


aaccgcttag 


taatgtattg 


gtaactttga 


cgtatcctga 


tggaacttca 


1800 


aaatcagtca 


gaacagatga 


agaggggaaa 


tatcaatttg 


atgggttaaa 


aaacggattg 


1860 


acttataaaa 


ttacattcga 


aacaccggaa 


ggatatacgc 


cgacgcttaa 


acattcagga 


1920 
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caggtttagg 


agegttatta 


2640 


ttagggaagc 


gtcgcaaaaa 


tagaaaaaat 


aaaaat 






0 ^ n a 
z 0 / D 


<210> 22 
<211> 1452 
<212> DNA 

<2 13 > Staphylococcus 


epidermidis 
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a a n C* 4~ ^3 t~ 4~ 
dLdy L Ld L Ld 


7 on 

J Lf U 


gaggaagaca 


aagcatataa 


atgttatatg 


actgaagaag 


ag l l a.g ci cig c 


-3 /— r -3 /— r ft ft 4— /— » — 1 ^ 

cigciy cy uy ctci 


J D U 


gctcaaattg 


ctcgtggaga 


gatgecaaga 


tatggtggac 


cictL.ciLyL.yuci 


U L LctciUctyclcl 


4 9 0 


gaacagcgtc 


aacagtacga 


ageggaaggg 


cgtaaaccat 


u ctct l uuyuuu 


LLy Ly Ly uu l 


4 ft 0 

*± O VJ 


aaagatcaaa 


catatacttt 


caatgacatg 


gttaaaggag 


ctctci L UUUUUU 


4- p» -3-34- f* 4~ pf a p^ 
Ly dd LL L y cl U 


R4 O 


aatatcggag 


actgggtaat 


tgtaaaaaaa 


gatggtgttc 


CydC LtdLdd 


4-4-4-4-/- T/ -, =1 p-i4-4- 

LLLLycay ct 


ouu 


gccgtagatg 


atcattatat 


gcaaatatca 


gatgttatac 


gtggtgatga 


ccatgtttca 


660 


aatacaccta 


agcagttaat 


gatatatgaa 


gcatttggat 


gggaagcacc 


tcgttttggt 


720 


catatgtcac 


tcattgttaa 


tgaagagcgt 


aaaaaattaa 


geaagegaga 


tggtcaaatc 


780 


ctacaattta 


tcgagcaata 


tegtgactta 


ggatatcttc 


cagaagcatt 


atttaacttt 


840 



-29- 



attacattgt 


taggttggtc 


acc tgaaggt 


gaagaggaaa 


4-^4-4-4-+-— ,4- — .-, 

ucttccccaa 


agaagaauc t. 


zi U U 


ataaagattt 


t tgatgaaaa 


acgc t tgt c t 


aagt ct ccag 


CLacgcccga 


uagacaaaaa 




ct tgcttggg 


t t aacaatca 


gtatatgaaa 


acaaaagata 


cagaaacagt 


auccgaacuu 




gcat tacctc 


at ttaatcaa 


ggctaatc t t 


at acc tgaaa 


acc cat caga 


aaaggat aga 


1UOU 


gaatggggac 


gtaaattaat 


agcgttgtat 


caaaaagaaa 


tgagttacgc 


tggtgaaacc 


1 14 (J 


gttccattat 


cagaaatgtt 


cttccatgaa 


atgccggaac 


t tggaaaaga 


tgaacaagag 


IzUU 


gtat tacaag 


gagaacaagt 


gccagaacta 


atgaaccatt 


tatatggtaa 


at tagaatct 


1 A/-A 

lZ O U 


ttagaatcgt 


ttgaggcaac 


tgaaattaag 


aaaatgatta 


aagaagttca 


aaaagaaact 


1320 


ggtattaaag 


gtaaacaatt 


atttatgcct 


attcgtgttg 


ctgttactgg 


acaaatgcat 


1380 


ggtcctgaat 


tacctaacac 


aattgaagta 


ttaggcaaag 


ataaagtatt 


gtcacgctta 


1440 


aaaaaccttg 


tt 










1452 



<210> 23 

<211> 888 

<212> DNA 

<213> Staphylococcus epidermidis 

<400> 23 



atggaatata 


aagatatagc 


aacaccatct 


cgaacacgtg 


ctttgcttga 


tcaatatggg 


60 


tttaatttta 


agaaaagttt 


aggacaaaat 


tttctaatag 


atgtaaatat 


cattaataaa 


120 


attatcgaag 


cgagtcatat 


agattgtaca 


acgggtgtaa 


ttgaagttgg 


accaggtatg 


180 


ggatcattga 


ctgaacaact 


tgcaaagaat 


gctaagaagg 


tgatggcttt 


tgaaattgat 


240 


caaagattaa 


tacctgtgct 


taaagataca 


ctttcaccat 


acgataatgt 


aacaattatc 


300 


aatgaagata 


tacttaaagc 


tgatattgct 


aaagctgtag 


atacacatct 


acaagattgt 


3 6.0 


gacaagatta 


tggttgttgc 


taatttaccg 


tattatatta 


ccacacctat 


tttacttaat 


420 


ttgatgcaac 


aggatgtacc 


tattgatggt 


tttgtcgtaa 


tgatgcaaaa 


agaggtagga 


480 


gaacgtttga 


acgctcaagt 


aggtaccaaa 


gcatacggtt 


cgttatcgat 


tgttgctcaa 


540 


tactatacgg 


agacaagtaa 


agttttaaca 


gttcctaaaa 


ctgtatttat 


gcctcctcca 


600 


aacgttgatt 


ctatcgttgt 


aaaattgatg 


caacgccaag 


aaccacttgt 


acaggttgat 


660 


gatgaggaag 


gcttttttaa 


gttagcaaag 


gccgcttttg 


cacaacgacg 


taaaacaatt 


720 


aataataact 


accaaaactt 


ctttaaagat 


ggtaagaaga 


ataaagaaac 


tatacgacag 


780 


tggctagaaa 


gcgctggtat 


tgatcctaaa 


agacgtggag 


aaacactcac 


gattcaagat 


840 


ttcgccacat 


tatatgaaca 


aaagaaaaaa 


ttctccgaat 


taacaaat 




888 



-30- 



<210> 24 

<211> 318 

<212> DNA 

<213> Staphylococcus epidermidis 



<400> 24 
atgacgtcaa 


atcatcatgc 


cccttatgat 


ttgggctaca 


cacgtgctac 


aatggacaat 


60 


acaaagggca 


gcgaaaccgc 


gaggtcaagc 


aaatcccata 


aagttgttct 


cagttcggat 


120 


tgtagtctgc 


aactcgacta 


tatgaagctg 


gaatcgctag 


taatcgtaga 


tcagcatgct 


180 


acggtgaata 


cgttcccggg 


tcttgtacac 


accgcccgtc 


acaccacgag 


agtttgtaac 


24 0 


acccgaagcc 


ggtggagtaa 


ccatttggag 


ctagccgtcg 


aaggtgggac 


aaatgattgg 


300 


ggtgaagtcg 


taacaagg 










318 


<210> 25 
<211> 1326 
<212> DNA 

<213> Staphylococcus 


epidermidis 








<400> 25 
atgtttttta 


aacaatttta 


tgataaacac 


ttatctcaag 


catcttattt 


aatcggttgt 


60 


caaaaaactg 


gagaagccat 


gattattgat 


cctattcgtg 


acttatcttc 


atatattcga 


12 0 


gttgctgatg 


aagaaggttt 


aaccattact 


catgcagctg 


aaacacatat 


acatgcagat 


180 


tttgcttcag 


gaattagaga 


tgttgctata 


aagttaaatg 


ctagtattta 


tgtatcgggt 


240 


gaaagtgatg 


acacgttagg 


ttataaaaat 


atgcctaacc 


agactcattt 


tgttcaacat 


3 00 


aatgatgata 


tttatgtagg 


aaatataaaa 


ttaaaagtgc 


ttcatacacc 


tggtcacacg 


360 


ccagaaagta 


taagtttttt 


acttactgat 


gaaggtgctg 


gagcacaagt 


tccaatggga 


420 


ctattcagtg 


gtgattttat 


ttttgtagga 


gatatcggta 


gacctgattt 


actagaaaaa 


480 


gctgttaaag 


tagaaggatc 


atctgaaata 


ggcgctaaac 


aaatgtt taa 


ate tat tgaa 


54 0 


agtattaaag 


acttgccaaa 


ctacattcaa 


atttggcctg 


gccatggagc 


tggtagtcct 


600 


tgtggtaaat 


ctttaggtgc 


tattccaaca 


tctactcttg 


gctatgaaaa 


acaaacaaac 


66 0 


tgggcttttt 


ctgaaaataa 


cgaagctacc 


tttatcgata 


aactaatttc 


tgaccaacct 


72 0 


gcaccaccac 


atcattttgc 


acaaatgaaa 


aaaattaatc 


aattcggtat 


gaatttatat 


780 


caaccttata 


cggtttatcc 


agctacaaat 


acaaacagat 


taacttttga 


tctccgcagt 


840 


aaggaggctt 


atcatggtgg 


acatattgaa 


ggtacaatca 


atattccata 


tgataaaaat 


900 


ttcatcaatc 


aaattggctg 


gtatctaaac 


tatgatcaag 


aaattaactt 


gattggagaa 


960 


tatcaccttg 


tttcaaaagc 


aacacacacc 


ttacaactca 


ttggatatga 


tgatgttgct 


1020 


ggatatcaat 


tacctcaatc 


taagattcaa 


acacgttcca 


ttcatagtga 


agatattaca 


1080 



-31- 



ggtaacgaat 


cacatatatt 


agatgtacgt 


aatgataatg 


aatggaataa 


tggccactta 


1140 


tctcaagcgg 


ttcatgtacc 


acacggcaaa 


cttttagaaa 


cagatttacc 


tttcaataga 


1200 


aacgatgtta 


tttatgtaca 


ctgtcagtct 


ggcattagaa 


gttcgatagc 


tattggtatt 


1260 


ttagaacata 


aaggttatca 


caacattatt 


aatgtaaatg 


aaggttacaa 


agatatacac 


1320 


ctttct 












1326 


<210> 26 
<211> 855 
<212> DNA 

< 2 13 > Staphylococcus 


epidermidis 










<400> 26 
ttgaaaaaaa 


ttctggtgtt 


aagtttaacg 


gcatttttag 


ttttggctgg 


ttgtaattca 


60 


ggtgataaga 


ctgatactaa 


agataagaaa 


gaagaaacaa 


agcaaacttc 


aaaggcaaat 


120 


aaagagaaca 


aagaacaaca 


tcataagcaa 


gagaatgata 


ataaggcttc 


aactcaattg 


180 


tcagaaaaag 


aaaggttagc 


attagcattt 


tatgcggatg 


gagtagaaaa 


atatatgtta 


240 


actaaaaacg 


aagtgttgac 


aggcgtgtat 


gattatcaaa 


aaggaaatga 


aacagagaag 


300 


aaacaaatgg 


aacaattgat 


gttagaaaaa 


gctgattcga 


tgaaaaatgc 


gccaaaggat 


360 


atgaaatttt 


atcaagttta 


tccgtctaaa 


ggacagttcg 


cttcaattgt 


tggtgtaaat 


420 


aaaaataaaa 


tatttatagg 


tagtacgcaa 


ggcgcactga 


ttgattatca 


aacattatta 


480 


aataatggca 


aggagttaga 


tattagtcaa 


ttgtatgaag 


ataataaaga 


caatcgctca 


540 


ttggaagaaa 


tgaagaataa 


aatagagatt 


gttgatagtg 


gagcagctca 


aaaagctgat 


600 


gatcctgata 


aaaattctgc 


aaatacgatg 


gcacatatga 


gaagtcaaat 


ttatgaaaaa 


660 


ataagtgact 


ttgatggtaa 


gttagataat 


aaaacttatc 


tatgggacaa 


tattagaatc 


720 


aatgacgatg 


gtaattggac 


agttcattac 


cgtaatcatg 


atggtgaaat 


tatgggtact 


780 


tataagagtg 


agaaaaataa 


aattattaaa 


cttgatcaaa 


atggaaataa 


aattaaagaa 


840 


caacaaatgt 


ctaat 










855 


<210> 27 
<211> 1494 
<212> DNA 

<213> Staphylococcus 


epidermidis 








<400> 27 
atggctaata 


aagagtcaaa 


aaatgttgtt 


attattggcg 


ctggtgtctt 


aagtacgaca 


60 


tttggttcta 


tgattaaaga 


attagaacct 


gattggaaca 


tcaaactcta 


tgaacgctta 


120 


gatcgtccag 


gtattgaaag 


ttctaacgaa 


agaaacaatg 


ccggtacagg 


acatgcggcg 


180 


ttatgtgaat 


tgaactatac 


agtacaacaa 


cctgatggtt 


caattgatat 


agaaaaagcc 


240 
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aaagaaatca 


acgaacaatt 


cgagat t tea 


aaacaat t c t 


ggggt cac t t 


agt aaaaagt 


JUU 


ggtaacatca 


gtaaccctag 


agatttcatt 


aatccacttc 


ctcacattag 


tttegtaaga 


d c\ 


ggtaaaaata 


acgttaaatt 


ct taaaaaac 


cgttacgaag 


caatgegtaa 


cttccctatg 


/ion 
4 2. 0 


ttcgataaca 


tcgaatatac 


agaagatatc 


gaagaaatga 


gaaaatggat 


gecattaatg 


4 80 


atgacaggtc 


gtactggtaa 


cgaaatcatg 


gcggctagta 


aaatcgacga 


aggtacagat 


54 0 


gttaactacg 


gtgaattaac 


tegtaaaatg 


gcaaaaagta 


ttgaaaaaca 


tecaaatget 


600 


gatgttcaat 


acaaccacga 


agtaattaat 


ttcaatcgtc 


gtaaagaegg 


4— _ J— 4— 4— — * a 

tatttgggaa 


660 


gttaaagtta 


aaaaccgtaa 


ttctggagac 


gttgaaactg 


ttctagctga 


ttatgtattt 


72 0 


atcggtgcag 


gcggtggcgc 


tattccacta 


ttacaaaaaa 


ctggtatccc 


agaaagtaaa 


7 80 


catcttggtg 


gattccctat 


cagtggtcag 


ttcttaattt 


gtacaaaccc 


tgatgtaatt 


840 


aatgaacatg 


acgtcaaagt 


atatggtaaa 


gaaccaccag 


gcacacctcc 


aatgactgta 


900 


ccacatttag 


atacacgtta 


tatcgatggt 


gaaagaacat 


tattatttgg 


accatttgea 


960 


aatattggcc 


c taaattctt 


aagaaacggt 


tctaacttag 


acttattcaa 


atcagttaaa 


102 0 


ccttataaca 


tcacaacatt 


actagcatct 


gcagttaaaa 


acttaccttt 


aatcaaatac 


108 0 


tctatcgacc 


aagtattaat 


gactaaagaa 


ggttgtatga 


accatctacg 


cacgt tctac 


114 0 


cctgaagctc 


gtgacgaaga 


t tggcaatta 


tacactgeag 


gtaaacgtgt 


tcaagttatc 


12 00 


aaagatacta 


aagaacacgg 


taaaggattc 


attcaatttg 


gtacagaagt 


tgttaactct 


1260 


aaagaccact 


ctgttatcgc 


actattgggt 


gaatcacctg 


gagcatcaac 


ttcagtatca 


1320 


gtagccctag 


aagttttaga 


gaaaaacttt 


gctgagtatg 


aaaaagattg 


gactccaaaa 


1380 


ttacaaaaaa 


tgatcccatc 


atatggtaaa 


tctcttatcg 


atgatgttaa 


gttaatgaga 


1440 


gcaactcgta 


aacaaacatc 


taaagattta 


gaattaaatt 


attacgaatc 


taaa 


14 94 


<210> 28 
<211> 1548 
<212> DNA 

<213> Staphylococcus 


epidermidis 








<400> 28 
atgaaaatat 


ttaaaacttt 


aagttctata 


ctagttacat 


ctgttctttc 


tgtgactgtg 


60 


attccctcaa 


catttgcatc 


aacagaatct 


actgetacaa 


atcagacaca 


acaaacagta 


12 0 


ctttttgata 


attctcatgc 


teaaactgeg 


ggcgctgccg 


attgggtgat 


tgatggcgct 


180 


ttctcagatt 


atgcagattc 


aatgagaaag 


caaggttacc 


aagttaaaga 


actagaagga 


240 


gaatcaaaca 


tttctgatca 


atctttacag 


caggegcatg 


tattagttat 


tcccgaagct 


300 


aacaatccat 


ttaaagaaaa 


tgagcagaaa 


gcaatcatta 


attttgttaa 


aaatggtggt 


360 
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agcgtcattt 


tcatctcaga 


ccattataat 


gccgatcgta 


atttaaatcg 


tattgattct 


42 0 


tcagaatcaa 


tgaatggtta 


tcgacgtggc 


gcatacgaaa 


atatgactaa 


agatatgaat 


4 80 


aatgaagaaa 


agaattctaa 


cgttatgcat 


aacgttaaga 


gttctgattg 


gctctcacaa 


540 


aacttcggtg 


ttcgctttag 


atataatgca 


cttggagata 


tcaatactca 


aaatatcgtt 


600 


tcaagcaaag 


atagttttgg 


tattactaaa 


ggtgtacaat 


cagtttcgat 


gcacgcaggt 


660 


tcaacattag 


caataactga 


tcctaataaa 


gctaaaggca 


ttatttatat 


gccggaacat 


720 


ttaacgcata 


gtcaaaaatg 


gcctcacgca 


gttgatcaag 


gtatttacaa 


tgggggtggc 


780 


atcaacgaag 


gaccttatgt 


agccatttca 


aaaatcggca 


aaggtaaagc 


tgcatttatt 


840 


ggcgatagct 


ccctcgtaga 


agatcgttca 


cctaaatatc 


ttcgtgaaga 


taatgggaaa 


900 


cctaaaaaaa 


cgtacgatgg 


ttttaaagaa 


caagataatg 


gaaagttatt 


aaataattta 


960 


acaacatggc 


taggcaaaaa 


agaatctcaa 


tcttctatga 


aagacatggg 


gattaaactt 


1020 


gataataaaa 


caccgctact 


taactttgag 


caacctgaga 


attcaattga 


acctcaaaaa 


1080 


gaaccgtgga 


ctaacccaat 


agaaggttac 


aaatggtatg 


atcgttcaac 


atttaaaaca 


1140 


ggtagttatg 


gaagtaatca 


acggggtgct 


gacgatggag 


tagatgacaa 


aagctcttct 


1200 


catcaaaatc 


aaaatgccaa 


agttgaatta 


actttacctc 


aaaatatcca 


accgcatcat 


1260 


ccatttcaat 


ttacaatcaa 


actcacggga 


tatgagccta 


atagcacaat 


tagcgatgta 


1320 


agagttggac 


tttataaaga 


tggaggtaag 


caaatcggta 


gcttttcttc 


taaccgtaac 


1380 


caattcaata 


ctctcggcta 


tagtcctggc 


caatcaatta 


aagcaaatgg 


tgcgggtgaa 


1440 


gcttcattca 


cactcacagc 


taaagtgaca 


gatgaaatta 


aagatgctaa 


tattcgtgtt 


1500 


aaacaaggga 


aaaaaattct 


attaactcaa 


aaaatgaatg 


aaaatttt 




1548 



<210> 29 
<211> 252 
<212> DNA 

<213> Staphylococcus epidermidis 
<400> 29 

ggtacaccat tagaattagt ttttgtcaat actttaggac ctaaaccttg tttcgctaaa 60 
ccaaataaaa ttctactatt agaatatatt ccgctatttg ttgcagatgc tgctgctgtt 120 
aaaacaacaa aattaactat gccagcagca aagggaacac caattagtgt gaataattta 180 
acaaacggac tactatcagg atcaacttta aaccatggaa tgacagacat gattacaagt 240 
aaaccaccta ta 252 

<210> 30 
<211> 162 



-34- 



<212> DNA 

<213> Staphylococcus epidermidis 
<400> 30 

tcatcgttaa gtaccataat tcctttttct ttaggagcat taggcaaatt taattctttc 60 
attgagcaaa tcataccact agaatctacc ccacgtaatt gggcatcttt aattaccatt 120 
ccgcttggca taacggcccc aacttttgca acaacgacct tc 162 

<210> 31 
<211> 348 
<212> DNA 

<213> Staphylococcus aureus 
<400> 31 

atgaaattta aaaaatatat attaacagga acattagcat tacttttatc atcaactggg 60 
atagcaacta tagaagggaa taaagcagat gcaagtagtc tggacaaata tttaactgaa 120 
agtcagtttc atgataaacg catagcagaa gaattaagaa ctttacttaa caaatcgaat 180 
gtatatgcat tagctgcagg aagcttaaat ccatattata aacgtacgat tatgatgaat 240 
gaatatagag ctaaagcggc acttaagaaa aatgatttcg tatcaatggc tgatgctaaa 300 
gttgcattag aaaaaatata caaagaaatt gatgaaatta taaataga 348 

<210> 32 
<211> 676 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 32 

Met Lys Arg Thr Asp Lys lie Gly Val Tyr Leu Lys Leu Ser Cys Ser 
15 10 15 



Ala Leu Leu Leu Ser Gly Ser Leu Val Gly Tyr Gly Phe Thr Lys Asp 
20 25 30 



Ala Phe Ala Asp Ser Glu Ser Thr Ser Ser Asn Val Glu Asn Thr Ser 
35 40 45 



Asn Ser Asn Ser lie Ala Asp Lys lie Gin Gin Ala Lys Asp Asp lie 
50 55 60 



Lys Asp Leu Lys Glu Leu Ser Asp Ala Asp lie Lys Ser Phe Glu Glu 
65 70 75 80 



Arg Leu Asp Lys Val Asp Asn Gin Ser Ser lie Asp Arg lie He Asn 
85 90 95 
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Asp Ala Lys Asp Lys Asn Asn His Leu Lys Ser Thr Asp Ser Ser Ala 
100 105 110 



Thr Ser Ser Lys Thr Glu Asp Asp Asp Thr Ser Glu Lys Asp Asn Asp 
115 120 125 



Asp Met Thr Lys Asp Leu Asp Lys lie Leu Ser Asp Leu Asp Ser lie 
130 135 140 



Ala Lys Asn Val Asp Asn Arg Gin Gin Gly Glu Glu Arg Ala Ser Lys 
145 150 155 160 



Pro Ser Asp Ser Thr Thr Asp Glu Lys Asp Asp Ser Asn Asn Lys Val 
165 170 175 



His Asp Thr Asn Ala Ser Thr Arg Asn Ala Thr Thr Asp Asp Ser Glu 
180 185 190 



Glu Ser Val lie Asp Lys Leu Asp Lys lie Gin Gin Asp Phe Lys Sler 
195 200 205 



Asp Ser Asn Asn Asn Pro Ser Glu Gin Ser Asp Gin Gin Ala Ser Pro 
210 215 220 



Ser Asn Lys Thr Glu Asn Asn Lys Glu Glu Ser Ser Thr Thr Thr Asn 
225 230 235 240 



Gin Ser Asp Ser Asp Ser Lys Asp Asp Lys Ser Asn Asp Gly His Arg 
245 250 255 



Ser Thr Leu Glu Arg lie Ala Ser Asp Thr Asp Gin lie Arg Asp Ser 
260 265 270 



Lys Asp Gin His Val Thr Asp Glu Lys Gin Asp lie Gin Ala lie Thr 
275 280 285 



Arg Ser Leu Gin Gly Ser Asp Lys lie Glu Lys Ala Leu Ala Lys Val 
290 295 300 



Gin Ser Asp Asn Gin Ser Leu Asp Ser Asn Tyr lie Asn Asn Lys Leu 
305 310 315 320 



Met Asn Leu Arg Ser Leu Asp Thr Lys Val Glu Asp Asn Asn Thr Leu 
325 330 335 



Ser Asp Asp Lys Lys Gin Ala Leu Lys Gin Glu lie Asp Lys Thr Lys 
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340 



345 



350 



Gin Ser lie Asp Arg Gin Arg Asn lie lie lie Asp Gin Leu Asn Gly 
355 360 365 



Ala Ser Asn Lys Lys Gin Ala Thr Glu Asp lie Leu Asn Ser Val Phe 
370 375 380 



Ser Lys Asn Glu Val Glu Asp lie Met Lys Arg lie Lys Thr Asn Gly 
385 390 395 400 



Arg Ser Asn Glu Asp lie Ala Asn Gin lie Ala Lys Gin lie Asp Gly 
405 410 415 



Leu Ala Leu Thr Ser Ser Asp Asp lie Leu Lys Ser Met Leu Asp Gin 
420 425 430 



Ser Lys Asp Lys Glu Ser Leu lie Lys Gin Leu Leu Thr Thr Arg Leu 
435 440 445 



Gly Asn Asp Glu Ala Asp Arg lie Ala Lys Lys Leu Leu Ser Gin Asn 
450 455 460 



Leu Ser Asn Ser Gin lie Val Glu Gin Leu Lys Arg His Phe Asn Ser 
465 470 475 480 



Gin Gly Thr Ala Thr Ala Asp Asp lie Leu Asn Gly Val lie Asn Asp 
485 490 495 



Ala Lys Asp Lys Arg Gin Ala lie Glu Thr lie Leu Gin Thr Arg lie 
500 505 510 



Asn Lys Asp Lys Ala Lys lie lie Ala Asp Val lie Ala Arg Val Gin 
515 520 525 



Lys Asp Lys Ser Asp lie Met Asp Leu lie His Ser Ala lie Glu Gly 
530 535 540 



Lys Ala Asn Asp Leu Leu Asp lie Glu Lys Arg Ala Lys Gin Ala Lys 
545 550 555 560 



Lys Asp Leu Glu Tyr lie Leu Asp Pro lie Lys Asn Arg Pro Ser Leu 
565 570 575 



Leu Asp Arg lie Asn Lys Gly Val Gly Asp Ser Asn Ser lie Phe Asp 
580 585 590 
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Arg Pro Ser Leu Leu Asp Lys Leu His Ser Arg Gly Ser lie Leu Asp 
595 600 605 



Lys Leu Asp His Ser Ala Pro Glu Asn Gly Leu Ser Leu Asp Asn Lys 
610 615 620 



Gly Gly Leu Leu Ser Asp Leu Phe Asp Asp Asp Gly Asn lie Ser Leu 
625 630 635 640 



Pro Ala Thr Gly Glu Val lie Lys Gin His Trp lie Pro Val Ala Val 
645 650 655 



Val Leu Met Ser Leu Gly Gly Ala Leu lie Phe Met Ala Arg Arg Lys 
660 665 670 



Lys His Gin Asn 
675 



<210> 33 
<211> 655 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 33 

Met Lys Lys Asn Lys Phe Leu Val Tyr Leu Leu Ser Thr Ala Leu lie 
15 10 15 



Thr Pro Thr Phe Ala Thr Gin Thr Ala Phe Ala Glu Asp Ser Ser Asn 
20 25 30 



Lys Asn Thr Asn Ser Asp Lys Met Glu Gin His Gin Ser Gin Lys Glu 
35 40 45 



Thr Ser Lys Gin Ser Glu Lys Asp Glu Phe Asn Asn Asp Asp Ser Lys 
50 55 60 



His Asp Ser Asp Asp Lys Lys Ser Thr Ser Asp Ser Lys Asp Lys Asp 
65 70 75 80 



Ser Asn Lys Pro Leu Ser Ala Asp Ser Thr His Arg Asn Tyr Lys Met 
85 90 95 



Lys Asp Asp Asn Leu Val Asp Gin Leu Tyr Asp Asn Phe Lys Ser Gin 
100 105 110 
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Ser Val Asp Phe Ser Lys Tyr Trp Glu Pro Asn Lys Tyr Glu Asp Ser 
115 120 125 



Phe Ser Leu Thr Ser Leu lie Gin Asn Leu Phe Asp Phe Asp Ser Asp 
130 135 140 



lie Thr Asp Tyr Glu Gin Pro Gin Lys Thr Ser His Ser Ser Asn Asp 
145 150 155 160 



Glu Lys Asp Gin Val Asp Gin Ala Asp Gin Ala Lys Gin Pro Ser Gin 
165 170 175 



His Gin Glu Pro Ser Gin Ser Ser Ala Lys Gin Asp Gin Glu Pro Ser 
180 185 190 



Asn Asp Glu Lys Glu Lys Thr Thr Asn His Gin Ala Asp Ser Asp Val 
195 200 205 



Ser Asp Leu Leu Gly Glu Met Asp Lys Glu Asp Gin Glu Gly Glu Asn 
210 215 220 



Val Asp Thr Asn Lys Asn Gin Ser Ser Ser Glu Gin Gin Gin Thr Gin 
225 230 235 240 



Ala Asn Asp Asp Ser Ser Glu Arg Asn Lys Lys Tyr Ser Ser lie Thr 
245 250 255 



Asp Ser Ala Leu Asp Ser lie Leu Asp Glu Tyr Ser Gin Asp Ala Lys 
260 265 270 



Lys Thr Glu Lys Asp Tyr Asn Lys Ser Lys Asn Thr Ser His Thr Lys 
275 280 285 



Thr Ser Gin Ser Asp Asn Ala Asp Lys Asn Pro Gin Leu Pro Thr Asp 
290 295 300 



Asp Glu Leu Lys His Gin Ser Lys Pro Ala Gin Ser Phe Glu Asp Asp 
305 310 315 320 



lie Lys Arg Ser Asn Thr Arg Ser Thr Ser Leu Phe Gin Gin Leu Pro 
325 330 335 



Glu Leu Asp Asn Gly Asp Leu Ser Ser Asp Ser Phe Asn Val Val Asp 
340 345 350 



Ser Gin Asp Thr Arg Asp Phe lie Gin Ser lie Ala Lys Asp Ala His 
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355 



360 



365 



Gin lie Gly Lys Asp Gin Asp lie Tyr Ala Ser Val Met lie Ala Gin 
370 375 380 



Ala lie Leu Glu Ser Asp Ser Gly Lys Ser Ser Leu Ala Gin Ser Pro 
385 390 395 400 



Asn His Asn Leu Phe Gly lie Lys Gly Asp Tyr Lys Gly Gin Ser Val 
405 410 415 



Thr Phe Asn Thr Leu Glu Ala Asp Ser Ser Asn His Met Phe Ser lie 
420 425 430 



Gin Ala Gly Phe Arg Lys Tyr Pro Ser Thr Lys Gin Ser Leu Glu Asp 
435 440 445 



Tyr Ala Asp Leu lie Lys His Gly lie Asp Gly Asn Pro Ser lie Tyr 
450 455 460 



Lys Pro Thr Trp Lys Ser Glu Ala Leu Ser Tyr Lys Asp Ala Thr Ser 
465 470 475 480 



His Leu Ser Arg Ser Tyr Ala Thr Asp Pro Asn Tyr Ser Lys Lys Leu 
485 490 495 



Asn Ser lie lie Lys His Tyr His Leu Thr Ser Phe Asp Lys Glu Lys 
500 505 510 



Met Pro Asn Met Lys Lys Tyr Asn Lys Ser lie Gly Thr Asp Val Ser 
515 520 525 



Gly Asn Asp Phe Lys Pro Phe Thr Glu Thr Ser Gly Thr Ser Pro Tyr 
530 535 540 



Pro His Gly Gin Cys Thr Trp Tyr Val Tyr His Arg Met Asn Gin Phe 
545 550 555 560 



Asp Ala Ser lie Ser Gly Asp Leu Gly Asp Ala His Asn Trp Asn Asn 
565 570 575 



Arg Ala Glu Ser Glu Gly Tyr Thr Val Thr His Thr Pro Lys Asn His 
580 585 590 



Thr Ala Val Val Phe Glu Ala Gly Gin Leu Gly Ala Asp Thr Gin Tyr 
595 600 605 
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Gly His Val Ala Phe Val Glu Lys Val Asn Asp Asp Gly Ser lie Val 
610 615 620 



lie Ser Glu Ser Asn Val Lys Gly Leu Gly Val lie Ser Phe Arg Thr 
625 630 635 640 



lie Asp Ala Gly Asp Ala Gin Asp Leu Asp Tyr lie Lys Gly Lys 
645 650 655 



<210> 34 
<211> 164 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 34 

Met lie Arg Phe Ala Arg Leu Glu Asp Leu Gin Asp lie Leu Thr lie 
15 10 15 



Tyr Asn Asp Ala lie Leu Asn Thr Thr Ala Val Tyr Thr Tyr Lys Pro 
20 25 30 



Gin Gin Leu Asp Glu Arg Leu Gin Trp Tyr Gin Ser Lys Ala Lys lie 
35 40 45 



Asn Glu Pro lie Trp Val Tyr Glu Lys Glu Gly Lys Val Val Gly Phe 
50 55 60 



Ala Thr Tyr Gly Ser Phe Arg Gin Trp Pro Ala Tyr Leu Tyr Thr lie 
65 70 75 80 



Glu His Ser lie Tyr Val His Gin Gin Tyr Arg Gly Leu Gly lie Ala 
85 90 95 



Ser Gin Leu Leu Glu Asn Leu lie Arg Tyr Ala Lys Glu Gin Gly Tyr 
100 105 110 



Arg Thr lie Val Ala Gly lie Asp Ala Ser Asn Met Asp Ser lie Ala 
115 120 125 



Leu His Lys Lys Phe Asp Phe Ser His Ala Gly Thr lie Lys Asn Val 
130 135 140 



Gly Tyr Lys Phe Asp Arg Trp Leu Asp Leu Ser Phe Tyr Gin Tyr Asp 
145 150 155 160 
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Leu Ser Asp Ser 



<210> 35 
<211> 952 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 35 

Leu Ser Asn Leu lie Gin Asp lie Lys Gin Ser Leu Tyr Lys Gly Phe 
15 10 15 



lie Asp Lys Asp Ser Ser His Lys Gly Asn Phe Val Pro Arg Leu Leu 
20 25 30 



Val Asn Asn Lys Glu Glu Asn Val Leu Ser Thr lie lie Asp Gin Leu 
35 40 45 



His Asn Cys Gin Ser Phe Cys lie Ser Val Ala Phe lie Thr Glu Ser 
50 55 60 



Gly Leu Ala Ser Leu Lys Ser His Phe Tyr Asp Leu Ser Lys Lys Gly 
65 70 75 80 



Val Lys Gly Arg lie lie Thr Ser Asn Tyr Leu Gly Phe Asn Ser Pro 
85 90 95 



Lys Met Phe Glu Glu Leu Leu Lys Leu Glu Asn Val Glu Val Lys Leu 
100 105 110 



Thr Asn lie Glu Gly Phe His Ala Lys Gly Tyr lie Phe Glu His His 
115 120 125 



Asn His Thr Ser Phe lie lie Gly Ser Ser Asn Leu Thr Ser Asn Ala 
130 135 140 



Leu Lys Leu Asn Tyr Glu His Asn Leu Phe Leu Ser Thr His Lys Asn 
145 150 155 160 



Gly Asp Leu Val Asn Asn lie Lys Tyr Lys Phe Asp Glu Leu Trp Asp 
165 170 175 



Ser Ser Phe Ser Leu Thr Asn Glu Trp lie Asn Glu Tyr Lys Gin Ser 
180 185 190 



Phe Glu Tyr Gin Thr Leu Gin Lys Val Phe Asp Asn Thr Val Val Gin 
195 200 205 
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Asn Ser Asp lie Lys Lys Phe Asn Glu Ser Lys Leu lie Lys Pro Asn 
210 215 220 



Leu Met Gin Glu His Ala Leu Lys Ser Leu Glu Ser Leu Arg Asn Val 
225 230 235 240 



Gly Glu Glu Lys Gly Leu lie lie Ser Ala Thr Gly Thr Gly Lys Thr 
245 250 255 



lie Leu Cys Ala Leu Asp Val Arg Ala Tyr Ser Pro Asp Lys Phe Leu 
260 265 270 



Phe lie Val His Asn Glu Gly lie Leu Asn Arg Ala lie Glu Glu Phe 
275 280 285 



Lys Lys Val Phe Pro Tyr Glu Asp Glu Ser Asn Phe Gly Leu Leu Thr 
290 295 300 



Gly Lys Arg Lys Asp His Asp Ala Lys Phe Leu Phe Ala Thr lie Gin 
305 310 315 320 



Thr Leu Ser Lys Lys Glu Asn Tyr Lys Leu Phe Asn Ser Asn His Phe 
325 330 335 



Asp Tyr lie Val Phe Asp Glu Ala His Arg lie Ala Ala Ser Ser Tyr 
340 345 350 



Gin Lys lie Phe Asn Tyr Phe Lys Pro Asn Phe Leu Leu Gly Met Thr 
355 360 365 



Ala Thr Pro Glu Arg Thr Asp Glu Leu Asn lie Phe Glu Leu Phe Asn 
370 375 380 



Tyr Asn lie Ala Tyr Glu lie Arg Leu Gin Glu Ala Leu Glu Ser Asn 
385 390 395 400 



lie Leu Cys Pro Phe His Tyr Phe Gly Val Thr Asp Tyr lie Gin Asn 
405 410 415 



Glu Met Ser Gin Glu Asp Ala Phe Asn Leu Lys Tyr Leu Ala Ser Asn 
420 425 430 



Glu Arg Val Glu His lie lie Lys Lys Thr Asn Tyr Tyr Gly Tyr Ser 
435 440 445 
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Gly Asp Val Leu Lys Gly Leu lie Phe Val Ser Ser Arg Gly Glu Ala 
450 455 460 



Tyr Gin Leu Ala Asn Gin Leu Ser Lys Arg Gly lie Ser Ser Val Gly 
465 470 475 480 



Leu Thr Gly Lys Asp Ser lie Ala Tyr Arg Ala Glu Thr lie Gin Gin 
485 490 495 



Leu Lys Glu Gly Ser lie Asn Tyr lie lie Thr Val Asp Leu Phe Asn 
500 505 510 



Glu Gly lie Asp lie Pro Glu lie Asn Gin Val Val Met Leu Arg Pro 
515 520 525 



Thr Lys Ser Ser lie lie Phe lie Gin Gin Leu Gly Arg Gly Leu Arg 
530 535 540 



Lys Ser Thr Asn Lys Glu Phe Val Thr Val lie Asp Phe lie Gly Asn 
545 550 555 560 



Tyr Lys Thr Asn Tyr Met lie Pro lie Ala Leu Ser Gly Asn Lys Ser 
565 570 575 



Gin Asn Lys Asp Asn Tyr Arg Lys Phe Leu Thr Asp Thr Thr Val Leu 
580 585 590 



Asn Gly Val Ser Thr lie Asn Phe Glu Glu Val Ala Lys Asn Lys lie 
595 600 605 



Tyr Asn Ser Leu Asp Ser Val Lys Leu Asn Gin Pro Lys Leu lie Lys 
610 615 620 



Glu Ala Phe Asn Asn Val Lys Asp Arg lie Gly Lys Leu Pro Leu Leu 
625 630 635 640 



Met Asp Phe lie Asn Asn Asp Ser lie Asp Pro Ser Val lie Phe Ser 
645 650 655 



Arg Phe Lys Asn Tyr Tyr Glu Phe Leu lie Lys Asn Lys lie lie Glu 
660 665 670 



Asn Glu Leu Ser lie Asn Glu Phe Lys Asn Leu Thr Phe Leu Ser Arg 
675 680 685 
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Gin Leu Thr Pro Gly Leu Lys Lys Val Asp lie Asp Val Leu Lys Glu 
690 695 700 



lie lie Gin Asn Asp Val Thr Tyr Glu Asn Leu Thr Lys Lys Met Leu 
705 710 715 720 



Asn lie Asn Asn Asp lie Ser Glu Tyr Asp lie Asn Thr Ser Leu Ser 
725 730 735 



lie Leu Asp Phe Thr Phe Phe Lys Lys Thr lie Gly Lys Thr Tyr Gly 
740 745 750 



Leu Pro Leu lie Gin Tyr Lys Asp Asn Leu lie Cys Leu Ala Asn Glu 
755 760 765 



Phe Lys Glu Ala Leu Asn Lys Pro Leu Phe Asn Thr Phe lie His Asp 
770 775 780 



Leu lie Asp Leu Ala Asn Tyr Asn Asn Asp Arg Tyr Gin Asn Lys Lys 
785 790 795 800 



Asn Ser Leu lie Leu Tyr Asn Lys Tyr Ser Arg Glu Asp Phe Val Lys 
805 810 815 



Leu Leu Asn Trp Asp Lys Asp Glu Ser Gly Thr lie Asn Gly Tyr Arg 
820 825 830 



Met Lys His Arg Thr Leu Pro Leu Phe lie Thr Tyr Asp Lys His Glu 
835 840 845 



Asn lie Ser Asp Asn Thr Lys Tyr Asp Asp Glu Phe Leu Ser Gin Asp 
850 855 860 



Glu Leu Lys Trp Tyr Thr Arg Ser Asn Arg Lys Leu Thr Ser Pro Glu 
865 870 875 880 



Val Gin Asn lie Leu Lys His Glu Glu Ser Asn Thr Asp Met Tyr lie 
885 890 895 



Phe Val Lys Lys Arg Asp Asp Glu Gly Lys Tyr Phe Tyr Tyr Leu Gly 
900 905 910 



Lys Ala Lys Tyr lie Lys Gly Thr Glu Lys Gin Asp Tyr Met Pro Asn 
915 920 925 



Gly Asn Ser Val Val Thr Met His Leu Ser Met Asn Thr Ser lie Arg 
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930 935 940 



Asp Asp lie Tyr Arg Tyr lie Thr 
945 950 



<210> 36 
<211> 325 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 36 

Met Thr Lys Ser Gin Gin Lys Val Ser Ser lie Glu Lys Leu Ser Asn 
15 10 15 



Gin Glu Gly lie lie Ser Ala Leu Ala Phe Asp Gin Arg Gly Ala Leu 
20 25 30 



Lys Arg Met Met Ala Glu His Gin Ser Glu Thr Pro Thr Val Glu Gin 
35 40 45 



lie Glu Gin Leu Lys Val Leu Val Ser Glu Glu Leu Thr Gin Tyr Ala 
50 55 60 



Ser Ser lie Leu Leu Asp Pro Glu Tyr Gly Leu Pro Ala Ser Asp Ala 
65 70 75 80 



Arg Asn Asn Asp Cys Gly Leu Leu Leu Ala Tyr Glu Lys Thr Gly Tyr 
85 90 95 



Asp Val Asn Ala Lys Gly Arg Leu Pro Asp Cys Leu Val Glu Trp Ser 
100 105 110 



Ala Lys Arg Leu Lys Glu Gin Gly Ala Asn Ala Val Lys Phe Leu Leu 
115 120 125 



Tyr Tyr Asp Val Asp Asp Thr Glu Glu lie Asn lie Gin Lys Lys Ala 
130 135 140 



Tyr lie Glu Arg lie Gly Ser Glu Cys Val Ala Glu Asp lie Pro Phe 
145 150 155 160 



Phe Leu Glu Val Leu Thr Tyr Asp Asp Asn lie Pro Asp Asn Lys Ser 
165 170 175 



Ala Glu Phe Ala Lys Val Lys Pro Arg Lys Val Asn Glu Ala Met Lys 
180 185 190 
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Leu Phe Ser Glu Asp Arg Phe Asn Val Asp Val Leu Lys Val Glu Val 
195 200 205 



Pro Val Asn Met Asn Phe Val Glu Gly Phe Ser Glu Gly Glu Val Val 
210 215 220 



Tyr Thr Lys Glu Glu Ala Ala Gin His Phe Arg Asp Gin Asp Ala Ala 
225 230 235 240 



Thr His Leu Pro Tyr lie Tyr Leu Ser Ala Gly Val Ser Ala Glu Leu 
245 250 255 



Phe Gin Asp Thr Leu Lys Phe Ala His Asp Ser Gly Ala Gin Phe Asn 
260 265 270 



Gly Val Leu Cys Gly Arg Ala Thr Trp Ser Gly Ala Val Lys Val Tyr 
275 280 285 



lie Glu Glu Gly Glu Gin Ala Ala Arg Glu Trp Leu Arg Thr Val Gly 
290 295 300 



Phe Lys Asn lie Asp Asp Leu Asn Thr Val Leu Lys Thr Thr Ala Thr 
305 310 315 320 



Ser Trp Lys Asn Lys 
325 



<210> 37 
<211> 382 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 37 

Leu Met Lys Lys Val Met Thr lie Phe Gly Thr Arg Pro Glu Ala lie 
15 10 15 



Lys Met Ala Pro Leu lie Lys Thr Leu Glu Lys Asp Ser Asp Leu Glu 
20 25 30 



Pro Val Val Val Val Thr Ala Gin His Arg Glu Met Leu Asp Ser Val 
35 40 45 



Leu Asn Thr Phe Asn lie Ser Ala Asp Tyr Asp Leu Asn lie Met Lys 
50 55 60 



Ala Gly Gin Thr Leu Ser Glu Val Thr Ser Glu Ala Met Lys Lys Leu 
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65 



70 



75 



80 



Glu Asp lie lie Gin Lys Glu Val Pro Asp Met Val Leu Val His Gly 
85 90 95 



Asp Thr Val Thr Thr Phe Ser Gly Ala Leu Ala Ala Phe Tyr Ser Gin 
100 105 110 



Thr Pro lie Gly His Val Glu Ala Gly Leu Arg Ser Tyr Asn Lys Tyr 
115 120 125 



Ser Pro Tyr Pro Glu Glu lie Asn Arg Gin Met Val Gly Val Met Ala 
130 135 140 



Asp Leu His Phe Ala Pro Thr Tyr Asn Ala Ala Gin Asn Leu Val Lys 
145 150 155 160 



Glu Gly Lys Leu Ala Lys His lie Ala lie Thr Gly Asn Thr Ala lie 
165 170 175 



Asp Ala Met Asn Tyr Thr lie Asp His Gin Tyr Ser Ser Ser lie lie 
180 185 190 



Gin Lys His Lys Asn Lys Asn Phe lie Leu Leu Thr Ala His Arg Arg 
195 200 205 



Glu Asn lie Gly Lys Pro Met lie Asn Val Phe Lys Ala lie Arg Lys 
210 215 220 



Leu lie Asp Glu Tyr Gin Asp Leu Ala Leu Val Tyr Pro Met His Met 
225 230 235 240 



Asn Pro Lys Val Arg Asp lie Ala Gin Lys Tyr Leu Gly Asn His Pro 
245 250 255 



Arg lie Glu Leu lie Glu Pro Leu Asp Val Val Asp Phe His Asn Phe 
260 265 270 



Ala Lys Gin Ala Tyr Leu He Met Thr Asp Ser Gly Gly He Gin Glu 
275 280 285 



Glu Ala Pro Ser Leu His Lys Pro Val Leu Val Leu Arg Asp Ser Thr 
290 295 300 



Glu Arg Pro Glu Gly Val Asp Ala Gly Thr Leu Arg Val He Gly Thr 
305 310 315 320 
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Asn Glu Glu Asp Val Tyr Asn Glu Thr Lys Lys Leu lie Glu Asn Pro 
325 330 335 



Asp Leu Tyr Gin Lys Met Ser Gin Ala Val Asn Pro Tyr Gly Asp Gly 
340 345 350 



Gin Ala Ser Glu Arg lie Val Gin His lie Lys Tyr Tyr Phe Asn Leu 
355 360 365 



Thr Asn Asp Arg Pro Asn His Phe Glu Phe Thr Lys Asp Leu 
370 375 380 



<210> 38 
<211> 2757 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 38 

Val Ala Ser Asp Phe Asn lie Gly lie Leu Ser Thr Leu Glu lie Asp 
15 10 15 



Ser Ser Ser Ser Arg Lys Lys lie Asn Asp Thr Leu Lys Asn lie Glu 
20 25 30 



Ala Asn lie Asn Ser lie Lys Ala Asp Leu Glu Val Ser Asp Thr Lys 
35 40 45 



Lys Ser Glu Asn Asn Ala lie Lys Ser Ala Asn Asn Val lie Arg Asn 
50 55 60 



lie Asn Ser Asn Gly Asn Leu Lys Lys Leu Asn Val Glu Leu Asp Val 
65 70 75 80 



Asn Leu Thr Lys Ser Arg Gin Asn lie Gin Arg Ala Leu Ser Thr Leu 
85 90 95 



Ser Lys Asp Phe Lys Asn Lys Lys lie Asp Val Glu Val Asn Ala Lys 
100 105 110 



Ala Asn Lys Asn Ser lie Gly Gin Val Lys Asn Ser He Ser Lys Gly 
115 120 125 



Ala Ser Gin Pro Leu Glu He Lys Glu Ser Pro Ser Ser Arg Ser Thr 
130 135 140 
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Ser Arg Asp lie Lys Glu Gin Gin Ser Leu Met Thr Gly Leu Ala Asn 
145 150 155 160 



Ser Tyr Lys Asn Leu Asp Asp Leu Thr Arg Ala Leu Asn Thr Ser Thr 
165 170 175 



Phe Glu Gly Leu Arg Lys Thr Val Lys Glu lie Lys Asn Ala Asp Asn 
180 185 190 



Ser Leu Lys Ser Tyr Gin Val Thr Leu Glu Arg Val Asn Gin Glu Gly 
195 200 205 



Lys Lys Leu Gly Ser Gin Arg Phe Asp Tyr Thr Pro Ser Ala Asn Gly 
210 215 220 



Leu Lys Leu Asn Lys Thr Gin Leu Thr Asp Gin Thr Asp Lys Ala Arg 
225 230 235 240 



Lys Glu Glu Asn Ala Ala lie Asn Lys Leu Leu Glu Asn Glu Val Ser 
245 250 255 



Lys Tyr Asp Arg Leu Leu Asn Lys Gly Lys lie Asp lie Lys Gin His 
260 265 270 



Gin Thr Leu Leu Gin Thr Leu Arg Gin lie Thr Asn Glu Lys Ser Lys 
275 280 285 



Ala Asn Gin Phe Asn Arg Thr Asp Phe Asn Arg Val Ala Lys Ala Ala 
290 295 300 



Ala Asp Glu Ala Lys Glu Tyr Gin Tyr Gin Asn Asp Met Leu Arg Lys 
305 310 315 320 



Lys Leu Ala Leu Thr Ser Gin lie Glu Arg lie Glu Asn Arg Met Ala 
325 330 335 



Ala Thr lie Asp Lys Gin Gin Thr Asn Ala Leu Lys Asn Gin Leu Asn 
340 345 350 



Ser Leu Gly Asn Asn Arg Thr Pro Phe Gly Lys Glu Ala Ala Phe His 
355 360 365 



Met Asn Gin lie Gin Asp Lys Val Arg Gin lie Ser Ala Glu Ala Glu 
370 375 380 



Arg Ala Thr Arg Thr Gin Leu Ser Phe Val Asp Gin Phe Arg Glu Ala 
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385 



390 



395 



400 



Met Thr Lys Phe Pro Val Trp Met Gly Ala Thr Thr Leu Phe Phe Gly 
405 410 415 



Ala lie Asn Gly Ala Lys Glu Met Leu Asp Val lie Thr Glu lie Asp 
420 425 430 



Gly Lys Met lie Thr Leu Ala Lys Val Thr Gly Asp Asp Asn Ala Leu 
435 440 445 



Gin Gin Thr Phe lie Asp Ala Asn Asn Ala Ala Ser Gin Phe Gly Gin 
450 455 460 



Thr Leu Gly Ser Val Leu Asp Val Tyr Ala Glu Phe Ala Arg Gin Gly 
465 470 475 480 



Val Lys Gly Asn Glu Leu Ser Gin Phe Ser Asn Ala Ala Leu lie Ala 
485 490 495 



Ala Asn Val Gly Glu lie Asp Ala Lys Gin Ala Ser Glu Tyr Leu Thr 
500 505 510 



Ser Met Ser Ala Gin Trp Glu Thr Thr Gly Asn Gin Ala Met Arg Gin 
515 520 525 



Val Asp Ser Leu Asn Glu Val Ser Asn Lys Tyr Ala Thr Thr Val Glu 
530 535 540 



Lys Leu Ala Gin Gly Gin Ala Lys Ala Gly Ser Thr Ala Lys Ser Met 
545 550 555 560 



Gly Leu Thr Phe Asp Glu Thr Asn Gly lie lie Gly Ala Leu Thr Ala 
565 570 575 



Lys Thr Lys Gin Ser Gly Asp Glu lie Gly Asn Phe Met Lys Ala Thr 
580 585 590 



Leu Pro Lys Leu Tyr Ser Gly Lys Gly Lys Ser Thr lie Glu Gly Leu 
595 600 605 



Gly lie Ser Met Lys Asp Glu Asn Gly Gin Leu Lys Ser Ala lie Ser 
610 615 620 



Leu Leu Glu Glu Val Ser Gin Lys Thr Lys Asn Leu Glu Lys Asp Gin 
625 630 635 640 
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Lys Ala Ala Val lie Asn Gly Leu Gly Gly Thr Tyr His Tyr Gin Arg 
645 650 655 



Met Gin Val Leu Leu Asp Asp Leu Ser Lys Thr Asp Gly Leu Tyr Lys 
660 665 670 



Gin lie Lys Glu Ser Ser Glu Ser Ser Ala Gly Ser Ala Leu Gin Glu 
675 680 685 



Asn Ala Lys Tyr Met Glu Ser lie Glu Ala Lys Val Asn Gin Ala Lys 
690 695 700 



Thr Ala Phe Glu Gin Phe Ala Leu Ala Val Gly Glu Thr Phe Ala Lys 
705 710 715 720 



Ser Gly Met Leu Asp Gly lie Arg Met Val Thr Gin Leu Leu Thr Gly 
725 730 735 



Leu Thr His Gly lie Thr Glu Leu Gly Thr Thr Ala Pro lie Phe Gly 
740 745 750 



Met Val Gly Gly Ala Ala Ser Leu Met Ser Lys Asn Val Arg Ser Gly 
755 760 765 



Phe Glu Gly Ala Arg Ser Ser Val Ala Asn Tyr lie Thr Glu Val Asn 
770 775 780 



Lys Leu Ala Lys Val Asn Asn Ala Ala Gly Gin Val Val Gly Leu Gin 
785 790 795 800 



Lys Val Gin Thr Gly Thr Ala Ser Gin Leu Gin Phe Asn Lys Asn Gly 
805 810 815 



Glu Tyr Asp Lys Ala Ala Ser Gin Ala Lys Ala Ala Glu Gin Ala Thr 
820 825 830 



Tyr Gin Phe Ser Lys Ala Gin Lys Asp Val Ser Ala Ser Ala Met lie 
835 840 845 



Ala Ser Gly Ala lie Asn Lys Thr Thr Val Ala Thr Thr Ala Ser Thr 
850 855 860 



Val Ala Thr Arg Ala Ala Thr Leu Ala Val Asn Gly Leu Lys Leu Ala 
865 870 875 880 
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Phe Arg Gly Leu Leu Ala Ala Thr Gly Val Gly Leu Ala lie Thr Gly 
885 890 895 



Val Ser Phe Val Leu Glu Lys Val Val Gly Ser Phe Asn Ala Ala Ser 
900 905 910 



Gin Ala Ala Glu Gin Tyr Lys Gin Lys Gin Glu Gin Thr Lys Gin Ala 
915 920 925 



lie Ala Ser Met Ser Asn Gly Glu lie Asn Ser Leu lie Ser Ser Tyr 
930 935 940 



Asp Lys Leu Gin Gin Lys Met Asn Ser Gly Ser Ala Phe Asn Thr Ala 
945 950 955 960 



Glu Ala Glu Lys Tyr Lys Glu Val Thr Ser Gin Leu Ala Asn lie Phe 
965 970 975 



Pro Asp Leu Val Thr Gly Glu Asn Arg Tyr Gly Lys Glu Met Ala Gly 
980 985 990 



Asn Lys Glu Val Met Lys Gin Lys lie Glu Leu lie Lys Gin Glu Met 
995 1000 1005 



Glu Leu Glu Arg Gin Lys Asn Ala lie Lys Gin Lys Glu Glu Gin 
1010 1015 1020 



Asp Ala Tyr lie Lys Glu Gin Asp Ser Leu Ala Lys Lys Asn Arg 
1025 1030 1035 



Gly Gin Lys Trp Tyr Gin Leu Gly Gin Thr Pro Glu Leu Lys Leu 
1040 1045 1050 



Gin Glu Gin Ala Arg Pro Thr Thr Val Ser Asp Asn Ser Asn lie 
1055 1060 1065 



Asn Lys lie Asn Ala Thr lie Gin Lys Val Lys Ser Gin Ala Gin 
1070 1075 1080 



Ala Glu Lys Ala Leu Glu Gin Val Asp Lys Gin Leu Ala Gin Ser 
1085 1090 1095 



Gin Thr Lys Asn Arg Gin Asn Glu Val Gin His Leu Gin Lys Val 
1100 1105 1110 
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Arg Gin Ala Leu Gin Asp Tyr lie Thr Lys Thr Gly Gin Ala Asn 
1115 1120 1125 



Gin Ala Thr Arg Ala Ala Val Leu Thr Ala Gin Gin Gin Phe Thr 
1130 1135 1140 



Asn Gin lie Ala Thr Met Lys Lys Leu Gly Thr Thr Gly Gin Gin 
1145 1150 1155 



Val Met Thr Thr lie Ser Asn Ser Val Ala Lys Thr Ala Lys Ser 
1160 1165 1170 



Gly Lys Ala Ala Gin Ala Thr Phe Lys Ser Phe Glu Thr Ser Leu 
1175 1180 1185 



Val Lys Ser Ser Ser Phe Lys Ser Lys Met Ala Ser Tyr Glu Ala 
1190 1195 1200 



Ser Val Lys Lys Phe Lys Asn Ala Ala Asn Gin Ser Ala Lys lie 
1205 1210 1215 



Ala Ala Leu Lys Asp Val Glu Arg Asp Tyr Ser Lys Val Ala Lys 
1220 1225 • 1230 



Gly lie Met Gin Ala Ala Lys Ala Ala Asn Met Ser Lys Ser Gin 
1235 1240 1245 



Met Lys Asp Leu Lys Lys Ser Leu Gin Gin Asn lie Gin Ala Glu 
1250 1255 1260 



Thr Gly Phe Arg Ala Ser Val Ser Lys Ala Gly Lys Val Thr lie 
1265 1270 1275 



Asp Gin Ser Lys Lys lie Lys Gin Asn Thr Ala Glu Thr Arg Arg 
1280 1285 1290 



Asn Ser Ser Ala Lys Leu Gin Asn Ala Asp Ala Ser Asp Gin Ala 
1295 1300 1305 



Ser Glu Glu Asn Lys Glu Leu Ala Asp Ser Met Arg Ala Gly lie 
1310 1315 1320 



Glu Ser Ser Gin Leu Leu Gly Lys Ala Met Gly Glu Leu Gin Ser 
1325 1330 1335 



Gin Gly Thr Leu Ser Thr Glu Thr Leu lie Glu Leu Thr Glu Lys 
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1340 1345 1350 



Tyr Gly Asp Glu lie Leu Ala Val Ala Gly Asp Gin Glu Ala Leu 
1355 1360 1365 



Ser Asn Phe lie Met Gin Lys Gin Asn Glu Glu Thr Asp Asn Tyr 
1370 1375 1380 



Asn Lys Asn Leu Lys Thr Lys Leu Glu Asn Ser Ser Ser Tyr Tyr 
1385 1390 1395 



Lys Ala Val Ala Gly Ala Asp Ser Ala Leu Ser Asn Tyr Leu Met 
1400 1405 1410 



Glu Asn Tyr Gly lie Asp Thr Lys Asn Tyr Lys Ser Leu Thr Glu 
1415 1420 1425 



Val Lys Ala Lys lie Thr Asp Leu Tyr Tyr Asn Gly Ser Ala Glu 
1430 1435 1440 



Glu Gin Ala Lys Val Val Asp Ala lie Ala Lys Ala Tyr His lie 
1445 1450 1455 



Asp Leu Ser Asn Tyr Gly Ser Leu Asn Glu Lys Lys Glu Ala Leu 
1460 1465 1470 



Glu Asn Gin Leu Met Lys lie Leu Gly Ser Lys Trp Lys Lys Tyr 
1475 14 80 1485 



lie Gly Ser Val Ala Lys Asp Met Lys Ser Leu Gly Val Asp Ala 
1490 1495 1500 



Gly Glu Val Gly Ala Asp Gly Phe Asp Asp Ser Lys Met Phe Asn 
1505 1510 1515 



Pro Gly Ala Leu lie Gly Ala Asn Asn Phe Gin Asn Val Ser Asn 
1520 1525 1530 



Leu Ser Asn lie Ser Asn Val Phe Asn Ser Leu Asn Gly Ala Phe 
1535 1540 1545 



Asn Glu Ala Lys Asn Glu Ala Ala Gly Val Ser Arg Gly Leu Asp 
1550 1555 1560 



Asp Ala Ala Ser Gly Leu Lys Asp Val Gly Asp Ser Ala Gly Ser 
1565 1570 1575 
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] 



Ala Gly Ser Gly Leu Gly Lys Thr Ala Lys Gly Ala Asp Lys Ala 
1580 1585 1590 



Ser Asp Ser Leu Asp Gly Thr Asn Lys Glu Leu Glu Lys Thr Lys 
1595 1600 1605 



Glu Lys Ala Glu Glu Ala Gly Val Thr Val Lys Gin Leu Tyr Lys 
1610 1615 1620 



Gin Phe Thr Val Thr Thr Tyr Val Ala Asp Lys Leu Ser Met Ala 
1625 1630 1635 



Leu Asp Lys lie Asn Asn Lys Leu Glu Lys Gin Lys Leu Leu Thr 
1640 1645 1650 



Glu Lys Tyr Ala Thr Trp Ser Ser Ser Tyr Arg Asn Ser Leu Lys 
1655 1660 1665 



Ala Glu Asn Lys Leu Leu Asp Glu Lys Thr Ala Lys lie Lys Lys 
1670 1675 1680 



Gin lie Glu Ser Met Lys Glu Gin lie Ala Gin Gly Lys Val lie 
1685 1690 1695 



Glu Tyr Gly Leu Val Gly Lys Asp lie Asn Val Pro Tyr Tyr Glu 
1700 1705 1710 



Tyr Thr Ala Asn Asn Leu Asp Asp Gly Glu Thr Gly Arg lie Ser 
1715 1720 1725 



Arg Tyr Thr Gly Asn Ser Thr Gin Ala Lys Val Trp Asn Phe Phe 
1730 1735 1740 



Lys Ser Lys Gly Leu Ser Asp His Ala Val Ala Gly lie Met Gly 
1745 1750 1755 



Asn Met Glu Arg Glu Ser Arg Phe Lys Pro Gly Ala Gin Glu Gin 
1760 1765 1770 



Gly Gly Thr Gly He Gly Leu Val Gin Leu Ser Phe Gly Arg Ala 
1775 1780 1785 



Asn Asn Leu Arg Asn Tyr Ala Ala Arg Arg Gly Lys Ser Trp Lys 
1790 1795 1800 
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Asp Leu Asn Thr Gin Leu Asp Phe lie Trp Lys Glu Leu Asn Thr 
1805 1810 1815 



Thr Glu Val Asn Ala Leu Arg Gly Leu Lys Ser Ala Thr Ser Val 
1820 1825 1830 



lie Gly Ala Ala Asn Ser Phe Gin Arg Leu Tyr Glu Arg Ala Gly 
1835 1840 1845 



Val Val Ala Gin Gly Glu Arg Asn Ala Ala Ala Lys Lys Tyr Tyr 
1850 1855 1860 



Arg Gin Phe Lys Gly Thr Asn Gly Ser Ser Gly Phe Leu Ser Gly 
1865 1870 1875 



Gly Val Val Ala Gly Thr Asn Gly Lys Pro Leu Thr Ser Asp Arg 
1880 1885 1890 



Asn Ala Tyr lie Leu Asp Arg Gin Phe Gly Arg Tyr Asn Gly Gly 
1895 1900 1905 



Gly Val His His Gly Arg Asp lie Thr Ser Ala Thr lie Asn Gly 
1910 1915 1920 



Ser Pro lie Lys Ala Ala Arg Ser Gly lie Val Thr Phe Lys Gly 
1925 1930 1935 



Trp Thr Gly Gly Gly Asn Thr Leu Ser lie Phe Asp Gly Lys Asn 
1940 1945 1950 



Thr Tyr Thr Tyr Met His Met Lys Asn Pro Ala Arg Val Val Lys 
1955 1960 1965 



Gly Gin Arg Val Lys Ala Gly Gin lie Val Gly Asn Val Gly Thr 
1970 1975 1980 



Thr His Asp Arg Arg Leu Gly Gly Phe Ser Thr Gly Pro His Leu 
1985 1990 1995 



His Val Gin Val Asn Leu Gly Lys Thr Pro Ser Gly Thr Phe Met 
2000 2005 2010 



Asn Thr Phe Asn Gly Ala His Arg Ala Val Asp Pro Val Lys Tyr 
2015 2020 2025 
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Gly Tyr Thr Arg Val Ser Gly Gly Gly Ser Leu Asn Leu Gly Ser 
2030 2035 2040 



Leu Thr Ser Gly His Ser Ala Met Ser Gly Ser lie Ser Ala Ala 
2045 2050 2055 



Met Ala Glu Asp Leu Asn Glu Ala Glu Gin Glu Arg Leu Asn Lys 
2060 2065 2070 



lie Glu Gin Ala lie Asn Ala His Asn Lys Ala Glu Glu Met Lys 
2075 2080 2085 



Gin Lys Val Asp Glu Leu Arg Lys Thr Leu Met Asp Lys Gin Leu 
2090 2095 2100 



Glu Glu Val Gin Thr Ala Lys Glu Lys Ser Glu Asn Leu Tyr Asn 
2105 2110 2115 



lie Gin Lys Ser His Val Glu Glu Tyr Asp His Trp Arg Thr Leu 
2120 2125 2130 



Gin Glu Ala Arg Ser Ala Lys Leu Glu Tyr Glu Leu Asn Lys lie 
2135 2140 2145 



Glu Phe Glu Lys Gly Arg Asn Thr Lys Glu Trp Arg Asn Lys Asn 
2150 2155 2160 



Lys Gin Leu Gin Ala Ser Arg Gin Leu Glu Val Asn Phe Glu Asp 
2165 2170 2175 



Ser Lys lie Gin Tyr lie Asn Lys Ala Leu Lys Lys Asn Ala Asn 
2180 2185 2190 



Lys lie Phe Gly Lys Asn Thr Val Asn Arg Asp Glu Phe Glu Thr 
2195 2200 2205 



Met Lys Arg Asp Ala Gin Gin Asn lie Arg Asp Leu Lys Ala Gly 
2210 2215 2220 



lie Gin Thr Ala Ser Gly Glu lie Ala Thr Ser Met lie Asp Gin 
2225 2230 2235 



lie Leu Asp Glu Tyr Glu Asp Arg Val Gly Lys Val Ser Ala Lys 
2240 2245 2250 



lie Glu Lys Met Gly Lys Gin Lys Glu Lys Leu Asp Leu Ala Asp 
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2255 2260 2265 



Asn Lys Gin Ala Leu Lys Ser Ser Ser Leu Ser Arg Gin Gin Ala 
2270 2275 2280 



Lys Asp Ser Lys Ser Leu Ala Ser Tyr lie Asn Phe Tyr lie Lys 
2285 2290 2295 



Gin Leu Glu Arg Gin Leu Lys Leu Thr Gly Lys Asn His Glu Leu 
2300 2305 2310 



Gin Gin Lys Val Lys Glu Gin lie Lys Glu Met Lys Val Ala Tyr 
2315 2320 2325 



Asp Asp Ala Thr Leu Ala Ala His Gin Tyr lie Thr Glu Ala Ala 
2330 2335 2340 



Glu Val Asp Thr Glu Arg Gin Leu Gin Leu Asn Ala Asn Arg Leu 
2345 2350 2355 



Arg Asp Ala Gin Asn Glu Leu Ser Lys Ala Asp Tyr Lys Ala Gly 
2360 2365 2370 



Phe lie Ser Gin Glu Tyr Gin lie Asp Leu Tyr Arg Lys Asn Gin 
2375 2380 2385 



Glu Ala Lys Phe Lys Gly Tyr Leu Lys Glu Lys Glu Ala Leu Glu 
2390 2395 2400 



Gin Asn Lys Ser Glu Leu Gin Asp Met Tyr Glu lie Tyr Lys Ser 
2405 2410 2415 



Val Pro Thr Gin Ala Gin Lys lie Lys Glu Ala Leu lie Glu Thr 
2420 2425 2430 



Lys Asn Ala lie Arg Asp Asn Asn Lys Gly Leu Tyr Asp Leu Lys 
2435 2440 2445 



Tyr Asp Met Ala Asn Ser Val lie Asn Gin lie Lys Asp lie Tyr 
2450 2455 2460 



Ser Lys Gin Leu Glu Val Ala Thr Lys Ala Tyr Asp Asp Glu Tyr 
2465 2470 2475 



Lys Ala Tyr Glu Lys Met lie Asn Lys Lys Leu Lys Leu lie Asp 
2480 2485 2490 
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Asp Glu Gin Thr Gin Glu Ser Phe Asn Lys Asp Val Arg Asp Arg 
2495 2500 2505 



Thr Glu Ala Met Asp Lys lie Arg Asp Glu lie Ala Gin Arg Ser 
2510 2515 2520 



Gly Asp Asp Ser Leu Ala Asn Gin Lys Lys Leu Lys Asp Leu Arg 
2525 2530 2535 



Glu Gin Leu Lys Gin Gin Glu Glu Asp Tyr Thr Met Phe lie Asn 
2540 2545 2550 



Asn Lys Asn Arg Asp Asp Arg Arg Lys Ala Leu Gin Asp Glu Leu 
2555 2560 2565 



Asn Asp Lys Asn Glu Gin lie Gin Glu Gin Lys Glu Asp Leu Asn 
2570 2575 2580 



Lys Ala Phe Gin Asp Leu lie Gly Asp Thr Arg Arg Phe Asn Ala 
2585 2590 2595 



lie Gin Glu Ser Leu Met Glu Gly Gin lie Asp Lys Tyr Lys Ser 
2600 2605 2610 



Leu lie Ala Asp Leu Thr Lys Tyr Val Asn Asp Asn Met Lys Glu 
2615 2620 2625 



lie Gly Arg Ser Thr Ser Glu Gly lie Leu Asp Gly Leu Ala Ala 
2630 2635 2640 



Ser Phe Lys Gly Leu Ser Ser Leu Ser Lys Glu Leu Gin Lys Gin 
2645 2650 2655 



Glu Lys Asn Asn Leu Asn Pro Val Pro Asn Ser Lys Leu Lys Pro 
2660 2665 2670 



Thr Lys Val Asp Glu Ala Thr lie Ala Ala lie Lys Lys Val Asn 
2675 2680 2685 



Gly Leu Ser Pro Thr Thr lie Leu Gin Gly Leu Asp lie Lys Pro 
2690 2695 2700 



Val Asn Leu Pro Lys Asp Val Lys Pro Ser Lys Thr Val Thr Asn 
2705 2710 2715 
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Asn Asn Lys Thr Thr Ala Lys Ala Leu Val Asn lie Glu Asn Phe 
2720 2725 2730 



Asn Gly Thr Lys Ala Glu Ala Asp Lys Leu Ala Asn Asn Leu Ala 
2735 2740 2745 



Thr Ala Met Arg Lys Gin Gly Val Leu 
2750 2755 



<210> 39 
<211> 319 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 39 

Met Ala Glu Thr Lys Lys Gin Phe Glu Asn Lys Val Ser Val Thr Gly 
15 10 15 



Thr Leu Lys Ser Leu Glu Val Thr Asp Leu Val Thr Ala Lys Lys Val 
20 25 30 



Pro Met Lys lie Ala Thr Leu Arg lie Glu Thr Gly Lys Gly Glu Thr 
35 40 45 



His Thr Ala Lys Met Met Ala Val Lys His Phe Glu Arg Asp Gly Val 
50 55 60 



Lys Thr Glu Asn Lys Ser Tyr Ser Ala lie Glu Thr Met Gin Lys Glu 
65 70 75 80 



Tyr Val Ser lie Glu Asp lie Ser Glu Asn Lys Ala Gly Glu Asp Ala 
85 90 95 



Glu Ala Thr Val Val Asn Val Asn Gly Ser Met Ser lie Asn Met Tyr 
100 105 110 



Lys Asn Lys Ala Glu Lys Val Val Glu Thr Asn Gin lie Glu Ala Arg 
115 120 125 



Phe Val Asn Arg Val Lys Asp Val Glu Asn Ala Gin Phe Gly Ala Glu 
130 135 140 



Phe Thr Leu Gin Thr Tyr Leu lie Ser Lys Gly Gin Arg Val lie Lys 
145 150 155 160 



Asn Glu Glu Glu Thr Asp Glu Val Thr Phe Lys Ala Ala Thr lie Asp 
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165 170 175 



Tyr Arg Gly Gin Ala His Pro Phe Glu Phe Thr Ala Asn Asp Glu Tyr 
180 185 190 



Gly Val Ala Glu Trp lie Glu Asp Glu Val Glu Leu Gly Gin Ser Leu 
195 200 205 



lie Leu Gin Gly Leu lie lie Asn Lys Phe lie Val Glu Gin Val Glu 
210 215 220 



Arg Ser Ser Ser Ala Gly lie Gly Lys Ala lie Val Asp Thr Arg Arg 
225 230 235 240 



Glu Val Glu Arg Lys Leu Leu Val Glu Gly lie lie Pro lie Glu Asp 
245 250 255 



Glu Asp Asp Pro Lys Tyr lie Thr Glu Glu Glu lie Lys Glu Ala Asn 
260 265 270 



Lys Lys Tyr Glu Asp Lys Lys Thr Glu Val Glu Ala Ser Thr Asn Gly 
275 280 285 



Thr Lys Lys Thr Glu Val Lys Lys Gly Val Ala Thr Ser Lys Pro Lys 
290 295 300 



Ala Ala Lys Pro Thr lie Glu lie Asp Asp Asp Asp Leu Pro Phe 
305 310 315 



<210> 40 
<211> 797 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 40 

Leu Pro Gin Ala Lys Lys Arg Thr Ser Thr Lys Arg Lys Gly Asn Lys 
15 10 15 



Lys Thr Asn Lys Lys Lys Gin Asn Glu Thr Pro Leu Arg Tyr lie Phe 
20 25 30 



Ser lie lie Val Val lie Leu lie lie Leu Gly Ala Phe Gin Leu Gly 
35 40 45 



lie lie Gly Arg Met lie Asp Ser Phe Phe Asn Tyr Leu Phe Gly Met 
50 55 60 
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Ser Arg Tyr Leu Thr Tyr lie Leu Val Leu lie Ala Thr lie Phe lie 
65 70 75 80 



Thr Tyr Ser Lys Gin lie Pro Arg Thr Arg Arg Ser lie Gly Ala lie 
85 90 95 



Val Leu Gin Leu Ala Leu Leu Phe lie Ala Gin Leu Tyr Phe His Phe 
100 105 110 



Ser His Asn lie Thr Ser Gin Arg Glu Pro Val Leu Ser Phe Val Tyr 
115 120 125 



Lys Ala Tyr Glu Gin Thr His Phe Pro Asn Phe Gly Gly Gly Leu lie 
130 135 140 



Gly Phe Tyr Leu Leu Lys Leu Phe lie Pro Leu lie Ser lie Val Gly 
145 150 155 160 



Val lie lie lie Thr lie Leu Leu Leu Ala Ser Ser Phe lie Leu Leu 
165 170 175 



Leu Asn Leu Arg His Arg Asp Val Thr Lys Ser Leu Phe Asp Asn Leu 
180 185 190 



Lys Ser Ser Ser Asn His Ala Ser Glu Ser lie Lys Gin Lys Arg Glu 
195 200 205 



Gin Asn Lys lie Lys Lys Glu Glu Lys Ala Gin Leu Lys Glu Ala Lys 
210 215 220 



lie Glu Arg Lys Lys Gin Lys Lys Ser Arg Gin Asn Asn Asn Val lie 
225 230 235 240 



Lys Asp Val Ser Asp Phe Pro Glu lie Ser Gin Ser Asp Asp lie Pro 
245 250 255 



lie Tyr Gly His Asn Glu Gin Glu Asp Lys Arg Pro Asn Thr Ala Asn 
260 265 270 



Gin Arg Gin Lys Arg Val Leu Asp Asn Glu Gin Phe Gin Gin Ser Leu 
275 280 285 



Pro Ser Thr Lys Asn Gin Ser lie Asn Asn Asn Gin Pro Ser Thr Thr 
290 295 300 
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Ala Glu Asn Asn Gin Gin Gin Ser Gin Ala Glu Gly Ser lie Ser Glu 
305 310 315 320 



Ala Gly Glu Glu Ala Asn lie Glu Tyr Thr Val Pro Pro Leu Ser Leu 
325 330 335 



Leu Lys Gin Pro Thr Lys Gin Lys Thr Thr Ser Lys Ala Glu Val Gin 
340 345 350 



Arg Lys Gly Gin Val Leu Glu Ser Thr Leu Lys Asn Phe Gly Val Asn 
355 360 365 



Ala Lys Val Thr Gin lie Lys lie Gly Pro Ala Val Thr Gin Tyr Glu 
370 375 380 



lie Gin Pro Ala Gin Gly Val Lys Val Ser Lys lie Val Asn Leu His 
385 390 395 400 



Asn Asp lie Ala Leu Ala Leu Ala Ala Lys Asp Val Arg lie Glu Ala 
405 410 415 



Pro lie Pro Gly Arg Ser Ala Val Gly lie Glu Val Pro Asn Asp Lys 
420 425 430 



lie Ser Leu Val Thr Leu Lys Glu Val Leu Glu Asp Lys Phe Pro Ser 
435 440 445 



Lys Tyr Lys Leu Glu Val Gly lie Gly Arg Asp lie Ser Gly Asp Pro 
450 455 460 



lie Ser lie Gin Leu Asn Glu Met Pro His Leu Leu Val Ala Gly Ser 
465 470 475 480 



Thr Gly Ser Gly Lys Ser Val Cys lie Asn Gly lie lie Thr Ser lie 
485 490 495 



Leu Leu Asn Thr Lys Pro His Glu Val Lys Leu Met Leu lie Asp Pro 
500 505 510 



Lys Met Val Glu Leu Asn Val Tyr Asn Gly lie Pro His Leu Leu lie 
515 520 525 



Pro Val Val Thr Asn Pro His Lys Ala Ser Gin Ala Leu Glu Lys lie 
530 535 540 



Val Ser Glu Met Glu Arg Arg Tyr Asp Leu Phe Gin His Ser Ser Thr 
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545 550 555 560 



Arg Asn lie Glu Gly Tyr Asn Gin Tyr lie Arg Lys Gin Asn Glu Glu 
565 570 575 



Leu Asp Glu Lys Gin Pro Glu Leu Pro Tyr lie Val Val lie Val Asp 
580 585 590 



Glu Leu Ala Asp Leu Met Met Val Ala Gly Lys Glu Val Glu Asn Ala 
595 600 605 



lie Gin Arg He Thr Gin Met Ala Arg Ala Ala Gly He His Leu He 
610 615 620 



Val Ala Thr Gin Arg Pro Ser Val Asp Val He Thr Gly He He Lys 
625 630 635 640 



Asn Asn He Pro Ser Arg He Ala Phe Ala Val Ser Ser Gin Thr Asp 
645 650 655 



Ser Arg Thr He He Gly Ala Gly Gly Ala Glu Lys Leu Leu Gly Lys 
660 665 670 



Gly Asp Met Leu Tyr Val Gly Asn Gly Glu Ser Thr Thr Thr Arg He 
675 680 685 



Gin Gly Ala Phe Leu Ser Asp Gin Glu Val Gin Asp Val Val Asn Tyr 
690 695 700 



Val Val Glu Gin Gin Lys Ala Asn Tyr Val Lys Glu Met Glu Pro Asp 
705 710 715 720 



Ala Pro Val Asp Lys Ser Glu Met Lys Ser Glu Asp Ala Leu Tyr Asp 
725 730 735 



Glu Ala Tyr Leu Phe Val He Glu Lys Gin Lys Ala Ser Thr Ser Leu 
740 745 750 



Leu Gin Arg Gin Phe Arg He Gly Tyr Asn Arg Ala Ser Arg Leu Met 
755 760 765 



Asp Asp Leu Glu Arg Asn Gin Val He Gly Pro Gin Lys Gly Ser Lys 
770 775 780 



Pro Arg Gin He Leu Val Asp Leu Glu Asn Asp Glu Val 
785 790 795 
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<210> 41 
<211> 429 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 41 

Met Lys Thr His Gin Tyr Glu Leu lie Asp Glu Lys Val Phe Glu His 
15 10 15 



Glu Phe Asp Asn Gly Leu Lys Leu Phe lie lie Pro Lys Pro Gly Phe 
20 25 30 



Gin Lys Thr Tyr Val Thr Tyr Thr Thr Gin Phe Gly Ser Leu Asp Asn 
35 40 45 



His Phe Lys Pro lie Gly Ser Gin Gin Phe Val Lys Val Pro Asp Gly 
50 55 60 



Val Ala His Phe Leu Glu His Lys Leu Phe Glu Lys Glu Asp Glu Asp 
65 70 75 80 



Leu Phe Thr Ala Phe Ala Glu Glu Asn Ala Gin Ala Asn Ala Phe Thr 
85 90 95 



Ser Phe Asp Arg Thr Ser Tyr Leu Phe Ser Ala Thr Ser Asn lie Glu 
100 105 110 



Ser Asn lie Lys Arg Leu Leu Asn Met Val Glu Thr Pro Tyr Phe Thr 
115 120 125 



Glu Glu Thr Val Asn Lys Glu Lys Gly lie lie Ala Glu Glu He Lys 
130 135 140 



Met Tyr Gin Glu Gin Pro Gly Tyr Lys Leu Met Phe Asn Thr Leu Arg 
145 150 155 160 



Ala Met Tyr Ser Lys His Pro He Arg Val Asp He Ala Gly Ser Val 
165 170 175 



Glu Ser He Tyr Glu He Thr Lys Asp Asp Leu Tyr Leu Cys Tyr Glu 
180 185 190 



Thr Phe Tyr His Pro Ser Asn Met Val Leu Phe Val Val Gly Asp Val 
195 200 205 
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Ser Pro Gin Ser lie lie Lys Leu Val Glu Lys His Glu Asn Gin Arg 
210 215 220 



Asn Lys Thr Tyr Gin Pro Arg lie Glu Arg Ala Gin lie Asp Glu Pro 
225 230 235 240 



Arg Glu lie Asn Gin Arg Phe Val Ser Glu Lys Met Lys Leu Gin Ser 
245 250 255 



Pro Arg Leu Met Leu Gly Phe Lys Asn Glu Pro Leu Asp Glu Ser Ala 
260 265 270 



Thr Lys Phe Val Gin Arg Asp Leu Glu Met Thr Phe Phe Tyr Glu Leu 
275 280 285 



Val Phe Gly Glu Glu Thr Glu Phe Tyr Gin Gin Leu Leu Asn Lys Asp 
290 295 300 



Leu lie Asp Glu Thr Phe Gly Tyr Gin Phe Val Leu Glu Pro Ser Tyr 
305 310 315 320 



Ser Phe Ser lie lie Thr Ser Ala Thr Gin Gin Pro Asp Leu Phe Lys 
325 330 335 



Gin Leu lie Met Asp Glu Leu Arg Lys Tyr Lys Gly Asn Leu Lys Asp 
340 345 350 



Gin Glu Ala Phe Asp Leu Leu Lys Lys Gin Phe lie Gly Glu Phe lie 
355 360 365 



Ser Ser Leu Asn Ser Pro Glu Tyr lie Ala Asn Gin Tyr Ala Lys Leu 
370 375 380 



Tyr Phe Glu Gly Val Ser Val Phe Asp Met Leu Asp lie Val Glu Asn 
385 390 395 400 



lie Thr Leu Glu Ser Val Asn Glu Thr Ser Glu Leu Phe Leu Asn Phe 
405 410 415 



Asp Gin Leu Val Asp Ser Arg Leu Glu Met Glu Asn Arg 
420 425 



<210> 42 

<211> 329 

<212> PRT 

<213> Staphylococcus epidermidis 
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<400> 



42 



Met Thr Glu Gin Lys Asp lie Lys Glu Thr Glu Tyr Arg Arg Gin Lys 
1 5 10 15 



Gly Thr Thr Ser Thr Pro Ser Arg Arg Arg Asn Lys Lys Arg Met Arg 
20 25 30 



Lys Leu Pro Phe lie lie Leu Val lie Leu lie lie Leu lie Ser lie 
35 40 45 



lie Val Tyr lie Thr His Gin Tyr Asn Ser Gly Met Lys Tyr Ala Lys 
50 55 60 



Glu His Ala Lys Asp Val Lys Val His Lys Phe Asn Gly Asn Met Lys 
65 70 75 80 



Asn Asp Gly Lys lie Ser Val Leu Val Leu Gly Ala Asp Lys Ala Gin 
85 90 95 



Gly Gly Lys Ser Arg Thr Asp Ser lie Met lie Val Gin Tyr Asp Tyr 
100 105 110 



Val His Lys Lys Met Lys Met Met Ser Val Met Arg Asp lie Tyr Ala 
115 120 125 



Asp lie Pro Gly Tyr Asp Lys Tyr Lys lie Asn Ala Ala Tyr Ser Leu 
130 135 140 



Gly Gly Pro Glu Leu Leu Arg Lys Thr Leu Asn Lys Asn Leu Gly Val 
145 150 155 160 



Asn Pro Glu Tyr Tyr Ala Val Val Asp Phe Thr Gly Phe Glu Lys Met 
165 170 175 



lie Asp Glu Leu Gin Pro Asn Gly Val Pro lie Asp Val Glu Lys Asp 
180 185 190 



Met Ser Glu Asn lie Gly Val Ser Leu Lys Lys Gly His His Lys Leu 
195 200 205 



Asn Gly Lys Glu Leu Leu Gly Tyr Ala Arg Phe Arg His Asp Pro Glu 
210 215 220 



Gly Asp Phe Gly Arg Val Arg Arg Gin Gin Gin Val Met Gin Thr Leu 
225 230 235 240 
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Lys Gin Glu Leu Val Asn Phe Asn Thr Val Ala Lys Leu Pro Lys Val 
245 250 255 



Ala Gly lie Leu Arg Gly Tyr Val Asn Thr Asn Met Pro Asn Ser Ala 
260 265 270 



lie Phe Gin Thr Gly lie Ser Phe Gly lie Arg Gly Asp Lys Asp Val 
275 280 285 



Gin Ser Leu Thr Val Pro lie Lys Gly Ser Tyr Gin Asp lie Asn Thr 
290 295 300 



Asn Asn Asp Gly Ser Ala Leu Gin lie Asp Ser Glu Lys Asn Lys Gin 
305 310 315 320 



Ala lie Lys Asn Phe Phe Glu Asp Asn 
325 



<210> 43 
<211> 627 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 43 

Met Glu Ala Tyr Lys lie Glu His Leu Asn Lys Ser Tyr Ala Asp Lys 
15 10 15 



Glu lie Phe Asn Asp Leu Asn Leu Ser lie Ser Glu His Glu Arg lie 
20 25 30 



Gly Leu Val Gly lie Asn Gly Thr Gly Lys Ser Thr Leu Leu Lys Val 
35 40 45 



lie Gly Gly Leu Asp Glu Asp Phe Thr Ala Asp lie Thr His Pro Asn 
50 55 60 



Gin Tyr Arg lie Arg Tyr Ser Ser Gin Lys Gin Asp Leu Asn Gly His 
65 70 75 80 



Met Thr Val Phe Glu Ala Val Leu Ser Ser Asp Thr Pro Thr Leu Arg 
85 90 95 



lie lie Lys Lys Tyr Glu Glu Ala Val Asn Arg Tyr Ala Leu Asp Gin 
100 105 110 



Ser Asp Ser Asn Phe Asn Lys Met Met Glu Ala Gin Glu Glu Met Asp 
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.115 



120 



125 



Gin Lys Asp Ala Trp Asp Tyr Asn Ala Glu lie Lys Thr lie Leu Ser 
13 0 13 5 14 0 



Lys Leu Gly lie His Asp Thr Thr Lys Lys lie Val Glu Leu Ser Gly 
145 150 155 160 



Gly Gin Gin Lys Arg Val Val Leu Ala Lys Thr Leu lie Glu Gin Pro 
165 170 175 



Asp Leu Leu Leu Leu Asp Glu Pro Thr Asn His Leu Asp Phe Glu Ser 
180 185 190 



lie Arg Trp Leu lie Asn Tyr Val Lys Gin Tyr Pro His Thr Val Leu 
195 200 205 



Phe Val Thr His Asp Arg Tyr Phe Leu Asn Glu Val Ser Thr Arg lie 
210 215 220 



lie Glu Leu Asp Arg Gly Lys Leu Lys Thr Tyr Pro Gly Asn Tyr Glu 
225 230 235 240 



Asp Tyr lie Val Met Arg Ala Glu Asn Glu Leu Val Glu Gin Lys Gin 
245 250 255 



Gin Glu Lys Gin Lys Ala Leu Tyr Lys Gin Glu Leu Ala Trp Met Arg 
260 265 270 



Ala Gly Ala Lys Ala Arg Thr Thr Lys Gin Gin Ala Arg lie Asn Arg 
275 280 285 



Phe Asn Gin Leu Glu Ser Asp Val Lys Thr Gin His Thr Gin Asp Lys 
290 295 300 



Gly Glu Leu Asn Leu Ala Tyr Ser Arg Leu Gly Lys Gin Val Tyr Glu 
305 310 315 320 



Leu Lys Asn Leu Ser Lys Ser lie Asn Asn Lys Val Leu Phe Glu Asp 
325 330 335 



Val Thr Glu lie He Gin Ser Gly Arg Arg He Gly lie Val Gly Pro 
340 345 350 



Asn Gly Ala Gly Lys Thr Thr Leu Leu Asn He Leu Ser Asn Glu Asp 
355 360 365 
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Gin Asp Tyr Glu Gly Glu Leu Lys He Gly Gin Thr Val Lys Val Ala 
370 375 380 



Tyr Phe Lys Gin Thr Glu Lys Thr Leu Asp Arg Asp He Arg Val He 
385 390 395 400 



Asp Tyr Leu Arg Glu Glu Ser Glu Met Ala Lys Glu Lys Asp Gly Thr 
405 410 415 



Ser He Ser Val Thr Gin Leu Leu Glu Arg Phe Leu Phe Pro Ser Ala 
420 425 430 



Thr His Gly Lys Lys Val Tyr Lys Leu Ser Gly Gly Glu Gin Lys Arg 
435 440 445 



Leu Tyr Leu Leu Arg Leu Leu Val His Lys Pro Asn Val Leu Leu Leu 
450 455 460 



Asp Glu Pro Thr Asn Asp Leu Asp Thr Glu Thr Leu Thr He Leu Glu 
465 470 475 480 



Asp Tyr He Asp Asp Phe Gly Gly Ser Val He Thr Val Ser His Asp 
485 490 495 



Arg Tyr Phe Leu Asn Lys Val Val Gin Glu Tyr Trp Phe He His Asp 
500 505 510 



Gly Lys He Glu Lys He He Gly Ser Phe Glu Asp Tyr Glu Ser Phe 
515 520 525 



Lys Lys Glu His Glu Arg Gin Ala Met Leu Ser Lys Gin Thr Glu Gin 
530 535 540 



Gin Asn Lys His Lys His Gin Pro Lys Lys Lys Thr Gly Leu Ser Tyr 
545 550 555 560 



Lys Glu Lys Leu Glu Tyr Glu Thr He Met Thr Arg He Glu Met Thr 
565 570 575 



Glu Thr Arg Leu Glu Asp Leu Glu Gin Glu Met He Asn Ala Ser Asp 
580 585 590 



Asn Tyr Ala Arg He Lys Glu Leu Asn Glu Glu Lys Glu Gin Leu Glu 
595 600 605 
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Ala Thr Tyr Glu Ala Asp lie Thr Arg Trp Ser Glu Leu Glu Glu lie 
610 615 620 



Lys Glu Gin 
625 



<210> 44 
<211> 270 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 44 

Met Lys Lys Leu Phe Gly lie lie Leu Val Leu Ala Leu Thr lie Ala 
15 10 15 



Leu Ala Ala Cys Gly Gly Gly Lys Asp Lys Glu Lys Thr lie Thr Val 
20 25 30 



Gly Ala Ser Pro Ala Pro His Ala Glu lie Leu Glu Lys Ala Lys Pro 
35 40 45 



Leu Leu Lys Lys Lys Gly Tyr Asp Leu Lys lie Lys Pro lie Asn Asp 
50 55 60 



Tyr Thr Thr Pro Asn Lys Leu Leu Asp Lys Gly Glu lie Asp Ala Asn 
65 70 75 80 



Phe Phe Gin His Thr Pro Tyr Leu Asn Thr Glu Ser Lys Glu Lys Gly 
85 90 95 



Tyr Lys lie Glu Ser Ala Gly Asn Val Glu Leu Glu Pro Met Ala Val 
100 105 110 



Tyr Ser Lys Lys Tyr Lys Ser Leu Lys Asp Leu Pro Lys Gly Ala Thr 
115 120 125 



Val Tyr Val Ser Asn Asn Pro Ala Glu Gin Gly Arg Phe Leu Lys Phe 
130 135 140 



Phe Val Asp Glu Gly Leu lie Lys Leu Lys Lys Gly Val Lys He Glu 
145 150 155 160 



Asn Ala Lys Phe Asp Asp He Thr Glu Asn Lys Lys Asp He Lys Phe 
165 170 175 



Asn Asn Lys Gin Ser Ala Glu Tyr Leu Pro Lys He Tyr Gin Asn Gin 
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180 



185 



190 



Asp Ala Asp Ala Val lie lie Asn Ser Asn Tyr Ala lie Asp Gin Lys 
195 200 205 



Leu Ser Pro Lys Lys Asp Ser lie Ala Leu Glu Ser Pro Lys Asp Asn 
210 215 220 



Pro Tyr Ala Asn Leu lie Ala Val Lys Lys Gly His Lys Asp Asp Lys 
225 230 235 240 



Asn lie Lys Val Leu Met Glu Val Leu Gin Ser Lys Glu lie Gin Asp 
245 250 255 



Tyr lie Lys Asp Lys Tyr Asp Gly Ala Val Val Pro Ala Lys 
260 265 270 



<210> 45 
<211> 439 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 45 

Met Glu Leu Thr lie Tyr His Thr Asn Asp lie His Ser His Leu Asn 
15 10 15 



Glu Tyr Ala Arg lie Gin Ala Tyr Met Ala Lys His Arg Pro Gin Leu 
20 25 30 



Glu His Pro Ser Leu Tyr lie Asp lie Gly Asp His Val Asp Leu Ser 
35 40 45 



Ala Pro Val Thr Glu Ala Thr Val Gly His Lys Asn lie Glu Leu Leu 
50 55 60 



Asn Glu Ala His Cys Asp lie Ala Thr lie Gly Asn Asn Glu Gly Met 
65 70 75 80 



Thr lie Ser His Asp Ala Leu Gin Asn Leu Tyr Asn Asp Ala Asp Phe 
85 90 95 



Lys Val lie Cys Thr Asn Val lie Asp Glu Glu Gly His Leu Pro His 
100 105 110 



His lie Thr Ser Ser Tyr lie Lys Glu lie Lys Gly Thr Arg lie Leu 
115 120 125 
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Phe Val Ala Ala Thr Ala Pro Phe Thr Pro Phe Tyr Arg Ala Leu Asp 
130 135 140 



Trp lie Val Thr Asp Pro Leu Ala Ala lie Lys Asp Glu lie Asn Ala 
145 150 155 160 



His Gin Gly Glu Tyr Asp Leu Leu Met Val Met Ser His Val Gly lie 
165 170 175 



Phe Phe Asp Glu Lys Leu Cys Gin Glu lie Pro Glu He Asp Val He 
180 185 190 



Phe Gly Ser His Thr His His His Phe Glu His Gly Glu He Asn Asn 
195 200 205 



Gly Val Leu Met Ala Ala Ala Gly Lys Tyr Gly Tyr Tyr Leu Gly Glu 
210 215 220 



Val Asn He Thr He Glu Asn Gly Lys He Val Asp Lys He Ala Lys 
225 230 235 240 



He His Pro He Glu Thr Leu Pro Leu Val Glu Thr His Phe Glu Glu 
245 250 255 



Glu Gly Arg Ala Leu Leu Ser Lys Pro Val Val Asn His His Val Asn 
260 265 270 



Leu Val Lys Arg Thr Asp Val Val Thr Arg Thr Ser Tyr Leu Leu Ala 
275 280 285 



Glu Ser Val Tyr Glu Phe Ser Arg Ala Asp Cys Ala He Val Asn Ala 
290 295 300 



Gly Leu He Val Asn Gly He Glu Ala Asp Lys Val Thr Glu Tyr Asp 
305 310 315 320 



He His Arg Met Leu Pro His Pro He Asn He Val Arg Val Arg Leu 
325 330 335 



Thr Gly Lys Gin Leu Lys Gin Val He Gin Lys Ser Gin Lys Gin Glu 
340 345 350 



Tyr Met His Glu His Ala Gin Gly Leu Gly Phe Arg Gly Asp He Phe 
355 360 365 
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Gly Gly Tyr lie Leu Tyr Asn Leu Gly Phe lie Glu Ser Glu Asp Arg 
370 375 380 



Tyr Phe lie Gly Asp Glu Glu lie Gin Asn Asp Lys Gin Tyr Thr Leu 
385 390 395 400 



Gly Thr Val Asp Met Tyr Thr Phe Gly Arg Tyr Phe Pro Leu Leu Lys 
• 405 410 415 



Gly Leu Ser Thr Asp Tyr lie Met Pro Glu Phe Leu Arg Asp lie Phe 
420 425 430 



Lys Glu Lys Leu Leu Lys Leu 
435 



<210> 46 
<211> 203 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 46 

Met Glu Lys Val lie Tyr Leu Ala Gly His lie Leu Asn Glu Ala Met 
15 10 15 



Val Asp Tyr Arg Glu Lys Gin His Asn Gin Val Glu Ala lie Glu Gly 
20 25 30 



Val Lys Pro Tyr Ser Pro His Gin Asp Lys Ser lie Asn Asp Lys Ser 
35 40 45 



Asn Ala Val Gin Glu Gly Leu Ala Glu Arg lie Leu Lys Asn Asp Phe 
50 55 60 



Thr Ala Met Glu Lys Ser Asp lie Tyr Val Leu Asp Val Leu Asn Glu 
65 70 75 80 



Gly Leu Gly Thr lie Ser Glu Leu Gly lie lie lie Gly Met Lys Lys 
85 90 95 



Gin Ala Gin Lys Thr lie Asp Arg Leu Ser Val Leu Ser Glu Glu lie 
100 105 110 



Lys His Asp Val Tyr Gly Asp Gin Thr Glu Ala Tyr Asp Leu lie Gin 
115 120 125 



Asp Glu lie Tyr Lys Gin Glu Lys lie Leu Asn Lys Thr Val Leu Cys 
130 135 140 
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Tyr Cys Ser Asp lie Arg Gin Gly His Gly Lys Pro Tyr Thr Asp Pro 
145 150 155 160 



Asp Arg Ala Glu Phe Ser Thr Asn Gin Phe Val Tyr Gly Met Val Leu 
165 170 175 



Glu Ala Thr Asn Gly Glu Gly Phe lie Thr Trp Asp Gin Val Leu His 
180 185 190 



Arg Leu Asp Leu Phe Gly Ser Gly Leu lie Val 
195 200 



<210> 47 
<211> 59 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 47 

Met Ser Lys Lys Phe Arg Val Glu Asp Lys Glu Thr lie Ala Asp Cys 
15 10 15 



Leu Asp Arg Met Lys Lys Glu Gly Phe Met Pro lie Arg Arg lie Glu 
20 25 30 



Lys Pro Val Tyr Lys Glu Asn Lys Asp Gly Ser lie Glu lie Leu Lys 
35 40 45 



Gin Asp lie lie Phe Val Gly Ala Leu lie Gin 
50 55 



<210> 48 
<211> 3692 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 48 

Met Asn Leu Phe Arg Lys Gin Lys Phe Ser lie Arg Lys Phe Asn lie 
15 10 15 



Gly lie Phe Ser Ala Leu lie Ala Thr Val Ala Phe Leu Ala His Pro 
20 25 30 



Gly Gin Ala Thr Ala Ser Glu Leu Glu Pro Ser Gin Asn Asn Asp Thr 
35 40 45 



Thr Ala Gin Ser Asp Gly Gly Leu Glu Asn Thr Ser Gin Ser Asn Pro 
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50 55 60 



lie Ser Glu Glu Thr Thr Asn Thr Leu Ser Gly Gin Thr Val Pro Ser 
65 70 75 80 



Ser Thr Glu Asn Lys Gin Thr Gin Asn Val Pro Asn His Asn Ala Gin 
85 90 95 



Pro lie Ala lie Asn Thr Glu Glu Ala Glu Ser Ala Gin Thr Ala Ser 
100 105 110 



Tyr Thr Asn lie Asn Glu Asn Asn Asp Thr Ser Asp Asp Gly Leu His 
115 120 125 



Val Asn Gin Pro Ala Lys His His lie Glu Ala Gin Ser Glu Asp Val 
130 135 140 



Thr Asn His Thr Asn Ser Asn His Ser Asn Ser Ser lie Pro Glu Asn 
145 150 155 160 



Lys Ala Thr Thr Glu Ser Ser Ser Lys Pro Lys Lys Arg Gly Lys Arg 
165 170 175 



Ser Leu Asp Thr Asn Asn Gly Asn Asp Thr Thr Ser Thr Thr Gin Asn 
180 185 190 



Thr Asp Pro Asn Leu Ser Asn Thr Gly Pro Asn Gly He Asn Thr Val 
195 200 205 



He Thr Phe Asp Asp Leu Gly He Lys Thr Ser Thr Asn Arg Ser Arg 
210 215 220 



Pro Glu Val Lys Val Val Asp Ser Leu Asn Gly Phe Thr Met Val Asn 
225 230 235 240 



Gly Gly Lys Val Gly Leu Leu Asn Ser Val Leu Glu Arg Thr Ser Val 
245 250 255 



Phe Asp Ser Ala Asp Pro Lys Asn Tyr Gin Ala He Asp Asn Val Val 
260 265 270 



Ala Leu Gly Arg He Lys Gly Asn Asp Pro Asn Asp His Asp Gly Phe 
275 280 285 



Asn Gly He Glu Lys Glu Phe Ser Val Asn Pro Asn Ser Glu He He 
290 295 300 
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Phe Ser Phe Asn Thr Met Thr Ala Lys Asn Arg Lys Gly Gly Thr Gin 
305 310 315 320 



Leu Val Leu Arg Asn Ala Glu Asn Asn Gin Glu lie Ala Ser Thr Asp 
325 330 335 



lie Gin Gly Gly Gly Val Tyr Arg Leu Phe Lys Leu Pro Asp Asn Val 
340 345 350 



His Arg Leu Lys Val Gin Phe Leu Pro Met Asn Glu lie His Ser Asp 
355 360 365 



Phe Lys Arg lie Gin Gin Leu His Asp Gly Tyr Arg Tyr Tyr Ser Phe 
370 375 380 



lie Asp Thr lie Gly Val Asn Ser Gly Ser His Leu Tyr Val Lys Ser 
385 390 395 400 



Arg Gin Val Asn Lys Asn Val Lys Asn Gly Lys Glu Phe Glu Val Asn 
405 410 415 



Thr Arg lie Glu Asn Asn Gly Asn Phe Ala Ala Ala lie Gly Gin Asn 
420 425 430 



Glu Leu Thr Tyr Lys Val Thr Leu Pro Glu Asn Phe Glu Tyr Val Asp 
435 440 445 



Asn Ser Thr Glu Val Ser Phe Val Asn Gly Asn Val Pro Asn Ser Thr 
450 455 460 



Val Asn Pro Phe Ser Val Asn Phe Asp Arg Gin Asn His Thr Leu Thr 
465 470 475 480 



Phe Ser Ser Asn Gly Leu Asn Leu Gly Arg Ser Ala Gin Asp Val Ala 
485 490 495 



Arg Phe Leu Pro Asn Lys lie Leu Asn lie Arg Tyr Lys Leu Arg Pro 
500 505 510 



Val Asn lie Ser Thr Pro Arg Glu Val Thr Phe Asn Glu Ala He Lys 
515 520 525 



Tyr Lys Thr Phe Ser Glu Tyr Tyr He Asn Thr Asn Asp Asn Thr Val 
530 535 540 
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Thr Gly Gin Gin Thr Pro Phe Ser lie Asn Val lie Met Asn Lys Asp 
545 550 555 560 



Asp Leu Ser Glu Gin Val Asn Lys Asp lie lie Pro Ser Asn Tyr Thr 
565 570 575 



Leu Ala Ser Tyr Asn Lys Tyr Asn Lys Leu Lys Glu Arg Ala Gin Thr 
580 585 590 



Val Leu Asp Glu Glu Thr Asn Asn Thr Pro Phe Asn Gin Arg Tyr Ser 
595 600 605 



Gin Thr Gin lie Asp Asp Leu Leu His Glu Leu Gin Thr Thr Leu lie 
610 615 620 



Asn Arg Val Ser Ala Ser Arg Glu lie Asn Asp Lys Ala Gin Glu Met 
625 630 635 640 



Thr Asp Ala Val Tyr Asp Ser Thr Glu Leu Thr Thr Glu Glu Lys Asp 
645 650 655 



Thr Leu Val Asp Gin lie Glu Asn His Lys Asn Glu lie Ser Asn Asn 
660 665 670 



lie Asp Asp Glu Leu Thr Asp Asp Gly Val Glu Arg Val Lys Glu Ala 
675 680 685 



Gly Leu His Thr Leu Glu Ser Asp Thr Pro His Pro Val Thr Lys Pro 
690 695' 700 



Asn Ala Arg Gin Val Val Asn Asn Arg Ala Asp Gin Gin Lys Thr Leu 
705 710 715 720 



lie Arg Asn Asn His Glu Ala Thr Thr Glu Glu Gin Asn Glu Ala lie 
725 730 735 



Arg Gin Val Glu Ala His Ser Ser Asp Ala lie Ala Lys lie Gly Glu 
740 745 750 



Ala Glu Thr Asp Thr Thr Val Asn Glu Ala Arg Asp Asn Gly Thr Lys 
755 760 765 



Leu lie Ala Thr Asp Val Pro Asn Pro Thr Lys Lys Ala Glu Ala Arg 
770 775 780 
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Ala Ala Val Thr Asn Ser Ala Asn Ser Lys lie Lys Asp lie Asn Asn 
785 790 795 800 



Asn Thr Gin Ala Thr Leu Asp Glu Arg Asn Asp Ala lie Ala Leu Val 
805 810 815 



Asn Arg Ser Lys Asp Glu Ala lie Gin Asn lie Asn Thr Ala Gin Gly 
820 825 830 



Asn Asp Asp Val Thr Glu Ala Gin Asn Asn Gly Thr Asn Thr lie Gin 
835 840 845 



Gin Val Pro Leu Thr Pro Val Lys Arg Gin Asn Ala lie Ala Thr lie 
850 855 860 



Asn Ala Lys Ala Asp Glu Gin Lys Arg Leu lie Gin Ala Asn Asn Asn 
865 870 875 880 



Ala Thr Thr Glu Glu Lys Ala Asp Ala Glu Arg Lys Val Asn Glu Ala 
885 890 895 



Val lie Thr Ala Asn Gin Asn lie Thr Asn Ala Thr Thr Asn Arg Asp 
900 905 910 



Val Asp Gin Ala Gin Thr Thr Gly Ser Gly lie lie Ser Ala He Ser 
915 920 925 



Pro Ala Thr Lys He Lys Glu Asp Ala Arg Ala Ala Val Glu Ala Lys 
930 935 940 



Ala He Ala Gin Asn Gin Gin He Asn Ser Asn Asn Met Ala Thr Thr 
945 950 955 960 



Glu Glu Lys Glu Asp Ala Leu Asn Gin Val Glu Ala His Lys Gin Ala 
965 970 975 



Ala He Ala Thr He Asn Gin Ala Gin Ser Thr Gin Gin Val Ser Glu 
980 985 990 



Ala Lys Asn Asn Gly He Asn Thr He Asn Gin Asp Gin Pro Asn Ala 
995 1000 1005 



Val Lys Lys Asn Asn Thr Lys He He Leu Glu Gin Lys Gly Asn 
1010 1015 1020 



Glu Lys Lys Ser Ala He Ala Gin Thr Pro Asp Ala Thr Thr Glu 
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1025 



1030 



1035 



Glu Lys Gin Glu Ala Val Ser Ala Val Ser Gin Ala Val Thr Asn 
1040 1045 1050 



Gly lie Thr His lie Asn Gin Ala Asn Ser Asn Asp Asp Val Asp 
1055 1060 1065 



Gin Glu Leu Ser Asn Ala Glu Gin lie lie Thr Gin Thr Asn Val 
1070 1075 1080 



Asn Val Gin Lys Lys Pro Gin Ala Arg Gin Ala Leu lie Ala Lys 
1085 1090 1095 



Thr Asn Glu Arg Gin Ser Thr lie Asn Thr Asp Asn Glu Gly Thr 
1100 1105 1110 



lie Glu Glu Lys Gin Lys Ala lie Gin Ser Leu Asn Asp Ala Lys 
1115 1120 1125 



Asn Leu Ala Asp Glu Gin lie Thr Gin Ala Ala Ser Asn Gin Asn 
1130 1135 1140 



Val Asp Asn Ala Leu Asn lie Gly lie Ser Asn lie Ser Lys lie 
1145 1150 1155 



Gin Thr Asn Phe Thr Lys Lys Gin Gin Ala Arg Asp Gin Val Asn 
1160 1165 1170 



Gin Lys Phe Gin Glu Lys Glu Ala Glu Leu Asn Ser Thr Pro His 
1175 1180 1185 



Ala Thr Gin Asp Glu Lys Gin Asp Ala Leu Thr Arg Leu Thr Gin 
1190 1195 1200 



Ala Lys Glu Thr Ala Leu Asn Asp lie Asn Gin Ala Gin Thr Asn 
1205 1210 1215 



Gin Asn Val Asp Thr Ala Leu Thr Ser Gly lie Gin Asn lie Gin 
1220 1225 1230 



Asn Thr Gin Val Asn Val Arg Lys Lys Gin Glu Ala Lys Thr Thr 
1235 1240 1245 



He Asn Asp He Val Gin Gin His Lys Gin Thr He Gin Asn Asn 
1250 1255 1260 
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Asp Asp Ala Thr Thr Glu Glu Lys Glu Val Ala Asn Asn Leu Val 
1265 1270 1275 



Asn Ala Ser Gin Gin Asn Val lie Ser Lys lie Asp Asn Ala Thr 
1280 1285 1290 



Thr Asn Asn Gin lie Asp Gly lie Val Ser Asp Gly Arg Gin Ser 
1295 1300 1305 



lie Asn Ala lie Thr Pro Asp Thr Ser lie Lys Arg Asn Ala Lys 
1310 1315 1320 



Asn Asp lie Asp lie Lys Ala Ala Asp Lys Lys lie Lys lie Gin 
1325 1330 1335 



Arg lie Asn Asp Ala Thr Asp Glu Glu lie Gin Glu Ala Asn Arg 
1340 1345 1350 



Lys lie Glu Glu Ala Lys lie Glu Ala Lys Asp Asn lie Gin Arg 
1355 1360 1365 



Asn Ser Thr Arg Asp Gin Val Asn Glu Ala Lys Thr Asn Gly lie 
1370 1375 1380 



Asn Lys lie Glu Asn lie Thr Pro Ala Thr Thr Val Lys Ser Glu 
1385 1390 1395 



Ala Arg Gin Ala Val Gin Asn Lys Ala Asn Glu Gin lie Asn His 
1400 1405 1410 



lie Gin Asn Thr Pro Asp Ala Thr Asn Glu Glu Lys Gin Glu Ala 
1415 1420 1425 



lie Asn Arg Val Ser Ala Glu Leu Ala Arg Val Gin Ala Gin lie 
1430 1435 1440 



Asn Ala Glu His Thr Thr Gin Gly Val Lys Thr lie Lys Asp Asp 
1445 1450 1455 



Ala lie Thr Ser Leu Ser Arg lie Asn Ala Gin Val Val Glu Lys 
1460 1465 1470 



Glu Ser Ala Arg Asn Ala lie Glu Gin Lys Ala Thr Gin Gin Thr 
1475 1480 1485 
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Gin Phe lie Asn Asn Asn Asp Asn Ala Thr Asp Glu Glu Lys Glu 
1490 1495 1500 



Val Ala Asn Asn Leu Val lie Ala Thr Lys Gin Lys Ser Leu Asp 
1505 1510 1515 



Asn He Asn Ser Leu Ser Ser Asn Asn Asp Val Glu Asn Ala Lys 
1520 1525 1530 



Val Ala Gly He Asn Glu He Ala Asn Val Leu Pro Ala Thr Ala 
1535 1540 1545 



Val Lys Ser Lys Ala Lys Lys Asp He Asp Gin Lys Leu Ala Gin 
1550 1555 1560 



Gin He Asn Gin He Gin Thr His Gin Thr Ala Thr Thr Glu Glu 
1565 1570 1575 



Lys Glu Ala Ala He Gin Leu Ala Asn Gin Lys Ser Asn Glu Ala 
1580 1585 1590 



Arg Thr Ala He Gin Asn Glu His Ser Asn Asn Gly Val Ala Gin 
1595 1600 1605 



Ala Lys Ser Asn Gly He His Glu He Glu Leu Val Met Pro Asp 
1610 1615 1620 



Ala His Lys Lys Ser Asp Ala Lys Gin Ser He Asp Asn Lys Tyr 
1625 1630 1635 



Asn Glu Gin Ser Asn Thr He Asn Thr Thr Pro Asp Ala Thr Asp 
1640 1645 1650 



Glu Glu Lys Gin Lys Ala Leu Asp Lys Leu Lys He Ala Lys Asp 
1655 1660 1665 



Ala Gly Tyr Asn Lys Val Asp Gin Ala Gin Thr Asn Gin Gin Val 
1670 1675 1680 



Ser Asp Ala Lys Thr Glu Ala He Asp Thr He Thr Asn He Gin 
1685 1690 1695 



Ala Asn Val Ala Lys Lys Pro Ser Ala Arg Val Glu Leu Asp Ser 
1700 1705 1710 
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Lys Phe Glu Asp Leu Lys Arg Gin lie Asn Ala Thr Pro Asn Ala 
1715 1720 1725 



Thr Glu Glu Glu Lys Gin Asp Ala lie Gin Arg Leu Asn Gly Lys 
1730 1735 1740 



Arg Asp Glu Val Lys Asn Leu lie Asn Gin Asp Arg Arg Asp Asn 
1745 1750 1755 



Glu Val Glu Gin His Lys Asn lie Gly Leu Gin Glu Leu Glu Thr 
1760 1765 1770 



lie His Ala Asn Pro Thr Arg Lys Ser Asp Ala Leu Gin Glu Leu 
1775 1780 1785 



Gin Thr Lys Phe lie Ser Gin Thr Glu Leu lie Asn Asn Asn Lys 
1790 1795 1800 



Asp Ala Thr Asn Glu Glu Lys Asp Glu Ala Lys Arg Leu Leu Glu 
1805 1810 1815 



lie Ser Lys Asn Lys Thr lie Thr Asn lie Asn Gin Ala Gin Thr 
1820 1825 1830 



Asn Asn Gin Val Asp Asn Ala Lys Asp Asn Gly Met Asn Glu lie 
1835 1840 1845 



Ala Thr lie lie Pro Ala Thr Thr lie Lys Thr Asp Ala Lys Thr 
1850 1855 1860 



Ala lie Asp Lys Lys Ala Glu Gin Gin Val Thr lie lie Asn Gly 
1865 1870 1875 



Asn Asn Asp Ala Thr Asp Glu Glu Lys Ala Glu Ala Arg Lys Leu 
1880 1885 1890 



Val Glu Lys Ala Lys lie Glu Ala Lys Ser Asn lie Thr Asn Ser 
1895 1900 1905 



Asp Thr Glu Arg Glu Val Asn Gly Ala Lys Thr Asn Gly Leu Glu 
1910 1915 1920 



Lys lie Asn Asn lie Gin Pro Ser Thr Gin Thr Lys Thr Asn Ala 
1925 1930 1935 



Lys Gin Glu lie Asn Asp Lys Ala Gin Glu Gin Leu lie Gin lie 
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1940 



1945 



1950 



Asn Asn Thr Pro Asp Ala Thr Glu Glu Glu Lys Gin Glu Ala Thr 
1955 1960 1965 



Asn Arg Val Asn Ala Gly Leu Ala Gin Ala lie Gin Asn lie Asn 
1970 1975 1980 



Asn Ala His Ser Thr Gin Glu Val Asn Glu Ser Lys Thr Asn Ser 
1985 1990 1995 



lie Ala Thr lie Lys Ser Val Gin Pro Asn Val lie Lys Lys Pro 
2000 2005 2010 



Thr Ala lie Asn Ser Leu Thr Gin Glu Ala Asn Asn Gin Lys Thr 
2015 2020 2025 



Leu lie Gly Asn Asp Gly Asn Ala Thr Asp Asp Glu Lys Glu Ala 
2030 2035 2040 



Ala Lys Gin Leu Val Thr Gin Lys Leu Asn Glu Gin lie Gin Lys 
2045 2050 2055 



lie His Glu Ser Thr Gin Asp Asn Gin Val Asp Asn Val Lys Ala 
2060 2065 2070 



Gin Ala lie Thr Ala lie Lys Leu lie Asn Ala Asn Ala His Lys 
2075 2080 2085 



Arg Gin Asp Ala lie Asn lie Leu Thr Asn Leu Ala Glu Ser Lys 
2090 2095 2100 



Lys Ser Asp lie Arg Ala Asn Gin Asp Ala Thr Thr Glu Glu Lys 
2105 2110 2115 



Asn Thr Ala lie Gin Ser lie Asp Asp Thr Leu Ala Gin Ala Arg 
2120 2125 2130 



Asn Asn lie Asn Gly Ala Asn Thr Asn Ala Leu Val Asp Glu Asn 
2135 2140 2145 



Leu Glu Asp Gly Lys Gin Lys Leu Gin Arg lie Val Leu Ser Thr 
2150 2155 2160 



Gin Thr Lys Thr Gin Ala Lys Ala Asp lie Ala Gin Ala lie Gly 
2165 2170 2175 
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Gin Gin Arg Ser Thr lie Asp Gin Asn Gin Asn Ala Thr Thr Glu 
2180 2185 2190 



Glu Lys Gin Glu Ala Leu Glu Arg Leu Asn Gin Glu Thr Asn Gly 
2195 2200 2205 



Val Asn Asp Arg lie Gin Ala Ala Leu Ala Asn Gin Asn Val Thr 
2210 2215 2220 



Asp Glu Lys Asn Asn lie Leu Glu Thr lie Arg Asn Val Glu Pro 
2225 2230 2235 



lie Val lie Val Lys Pro Lys Ala Asn Glu lie lie Arg Lys Lys 
2240 2245 2250 



Ala Ala Glu Gin Thr Thr Leu lie Asn Gin Asn Gin Asp Ala Thr 
2255 2260 2265 



Leu Glu Glu Lys Gin lie Ala Leu Gly Lys Leu Glu Glu Val Lys 
2270 2275 2280 



Asn Glu Ala Leu Asn Gin Val Ser Gin Ala His Ser Asn Asn Asp 
2285 2290 2295 



Val Lys lie Val Glu Asn Asn Gly He Ala Lys He Ser Glu Val 
2300 2305 2310 



His Pro Glu Thr He He Lys Arg Asn Ala Lys Gin Glu He Glu 
2315 2320 2325 



Gin Asp Ala Gin Ser Gin He Asp Thr He Asn Ala Asn Asn Lys 
2330 2335 2340 



Ser Thr Asn Glu Glu Lys Ser Ala Ala He Asp Arg Val Asn Val 
2345 2350 2355 



Ala Lys He Asp Ala He Asn Asn He Thr Asn Ala Thr Thr Thr 
2360 2365 2370 



Gin Leu Val Asn Asp Ala Lys Asn Ser Gly Asn Thr Ser He Ser 
2375 2380 2385 



Gin He Leu Pro Ser Thr Ala Val Lys Thr Asn Ala Leu Ala Ala 
2390 2395 2400 
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Leu Ala Ser Glu Ala Lys Asn Lys Asn Ala lie lie Asp Gin Thr 
2405 2410 2415 



Pro Asn Ala Thr Ala Glu Glu Lys Glu Glu Ala Asn Asn Lys Val 
2420 2425 2430 



Asp Arg Leu Gin Glu Glu Ala Asp Ala Asn lie Leu Lys Ala His 
2435 2440 . 2445 



Thr Thr Asp Glu Val Asn Asn lie Lys Asn Gin Ala Val Gin Asn 
2450 2455 2460 



lie Asn Ala Val Gin Val Glu Val lie Lys Lys Gin Asn Ala Lys 
2465 2470 2475 



Asn Gin Leu Asn Gin Phe lie Asp Asn Gin Lys Lys lie lie Glu 
2480 2485 2490 



Asn Thr Pro Asp Ala Thr Leu Glu Glu Lys Ala Glu Ala Asn Arg 
2495 2500 2505 



Leu Leu Gin Asn Val Leu Thr Ser Thr Ser Asp Glu lie Ala Asn 
2510 2515 2520 



Val Asp His Asn Asn Glu Val Asp Gin Ala Leu Asp Lys Ala Arg 
2525 2530 2535 



Pro Lys lie Glu Ala lie Val Pro Gin Val Ser Lys Lys Arg Asp 
2540 2545 2550 



Ala Leu Asn Ala lie Gin Glu Ala Phe Asn Ser Gin Thr Gin Glu 
2555 2560 2565 



lie Gin Glu Asn Gin Glu Ala Thr Asn Glu Glu Lys Thr Glu Ala 
2570 2575 2580 



Leu Asn Lys lie Asn Gin Leu Leu Asn Gin Ala Lys Val Asn lie 
2585 2590 2595 



Asp Gin Ala Gin Ser Asn Lys Asp Val Asp Ser Ala Lys Thr Arg 
2600 2605 2610 



Ser lie Gin Asp lie Glu Gin lie Gin Pro His Pro Gin Thr Lys 
2615 2620 2625 
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Ala Thr Gly Arg His Arg Leu Asn Glu Lys Ala Asn Gin Gin Gin 
2630 2635 2640 



Ser Thr lie Ala Thr His Pro Asn Ser Thr lie Glu Glu Arg Gin 
2645 2650 2655 



Glu Ala Ser Ala Lys Leu Gin Glu Val Leu Lys Lys Ala lie Ala 
2660 2665 2670 



Lys lie Asp Lys Gly Gin Thr Asn Asp Asp Val Glu Lys Thr Val 
2675 2680 2685 



Val Asn Gly lie Ala Glu lie Glu Asn lie Leu Pro Ala Thr Thr 
2690 2695 2700 



Val Lys Asp Lys Ala Lys Ala Asp Val Asn Ala Glu Lys Glu Glu 
2705 2710 2715 



Lys Asn Leu Gin lie Asn Ser Asn Asp Glu Ala Thr Thr Glu Glu 
2720 2725 2730 



Lys Leu Val Ala Ser Asp Asn Leu Asn His Val Val Glu Thr Thr 
2735 2740 2745 



Asn Gin Ala lie Glu Asp Ala Pro Asp Thr Asn Gin Val Asn Val 
2750 2755 2760 



Glu Lys Asn Lys Gly lie Gly Thr lie Arg Asp lie Gin Pro Leu 
2765 2770 2775 



Val Val Lys Lys Pro Thr Ala Lys Ser Lys lie Glu Ser Ala Val 
2780 2785 2790 



Glu Lys Lys Lys Thr Glu lie Asn Gin Thr Gin Asn Ala Thr His 
2795 2800 2805 



Asp Glu Val Arg Glu Gly Leu Asn Gin Leu Asn Gin lie His Glu 
2810 2815 2820 



Lys Ala Lys Asn Asp Val Asn Gin Ser Gin Thr Asn Gin Gin Val 
2825 2830 2835 



Glu Asn Ala Glu Gin Asn Ser Leu Asp Gin lie Asn Asn Phe Arg 
2840 2845 2850 



Pro Asp Phe Ser Lys Lys Arg Asn Ala Val Ala Glu lie Val Lys 
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2855 



2860 



2865 



Ala Gin Gin Asn Lys lie Asp Glu lie Glu Gin Glu Phe Ser Ala 
2870 2875 2880 



Thr Gin Glu Glu Lys Asp Asn Ala Leu Gin His Leu Asp Glu Gin 
2885 2890 2895 



Val Lys Glu lie lie Asn Ser lie Asn Gin Ala Asn Thr Asp Asn 
2900 2905 2910 



Glu Val Asp Asn Ala Lys Thr Ser Gly Leu Asn Asn lie Thr Glu 
2915 2920 2925 



Tyr Arg Pro Glu Tyr Asn Lys Lys Lys Asn Ala lie Leu Lys Leu 
2930 2935 2940 



Tyr Asp Val Ser Asp Thr Gin Glu Ala lie lie Asn Gly Tyr Pro 
2945 2950 2955 



Asp Ala Thr Glu Asp Glu Leu Gin Glu Ala Asn Ser Lys Leu Asn 
2960 2965 2970 



Lys lie Leu Leu Asp Ala Lys Lys Gin lie Gly Leu Ala His Thr 
2975 2980 2985 



Asn Asn Glu Val Asp Asp lie Tyr Asn Glu Val Ser Gin Lys Met 
2990 2995 3000 



Lys Thr lie Leu Pro Arg Val Asp Thr Lys Ala Val Ala Arg Ser 
3005 3010 3015 



Val Leu Asn Ala Leu Ala Lys Gin Leu lie Lys Thr Phe Glu Asn 
3020 3025 3030 



Thr Ala Asp Val Thr His Glu Glu Arg Asn Asp Ala lie Asn His 
3035 3040 3045 



Val Lys Glu Gin Leu Ser Leu Val Phe Asn Ala lie Glu Lys Asp 
3050 3055 3060 



Arg Lys Asp lie Gin Val Ala Gin Asp Glu Leu Phe Gly Leu Asn 
3065 3070 3075 



Glu Leu Asn Ser lie Phe lie Asn lie Thr Gin Lys Pro Thr Ala 
3080 3085 3090 
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Arg Lys Ala lie Ser Gly Met Ala Ser Gin Leu Asn Asn Ser lie 
3095 3100 3105 



Asn Asn Thr Pro Tyr Ala Thr Glu Glu Glu Arg Gin lie Ala Leu 
3110 3115 3120 



Asn Lys Val Lys Ala lie Val Asp Asp Ala Asn Glu Lys lie Arg 
3125 3130 3135 



Glu Ala Asn Thr Asp Ser Glu Val Leu Gly Thr Lys Ser Asn Ala 
3140 3145 3150 



lie Thr Leu Leu Gin Ala lie Ser Ala Asp Val Gin Val Lys Pro 
3155 3160 3165 



Gin Ala Phe Glu Glu lie Asn Ala Gin Ala Glu lie Gin Arg Glu 
3170 3175 3180 



Arg lie Asn Gly Asn Ser Asp Ala Thr Arg Glu Glu Lys Glu Glu 
3185 3190 3195 



Ala Leu Lys Gin Val Asp Thr Leu Val Asn His Ser Phe lie Thr 
3200 3205 3210 



lie Asn Asn Val Asn Lys Asn Gin Glu Val Tyr Asp Thr Lys Asp 
3215 3220 3225 



Lys Thr lie Glu Ala lie His Lys lie Lys Pro lie Ser Thr lie 
3230 3235 3240 



Lys Pro Gin Ala Leu Asn Glu lie Thr lie Gin Leu Asp Thr Gin 
3245 3250 3255 



Arg Asp Leu lie Lys Asn Asn Lys Glu Ser Thr Val Glu Glu Lys 
3260 3265 3270 



Ala Ser Ala lie Asp Lys Leu lie Lys Thr Ala Ala Arg lie Ala 
3275 3280 3285 



Glu Ser lie Asp Lys Ala Gin Thr Asn Glu Glu Val Lys Asn lie 
3290 3295 3300 



Lys Lys Gin Ser lie Asp Glu lie Ser Lys lie Leu Pro Val lie 
3305 3310 3315 
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Glu lie Lys Ser Ala Ala Arg Asn Glu lie His Gin Lys Ala Glu 
3320 3325 3330 



Val lie Arg Gly Leu lie Asn Asp Asn Glu Glu Ala Thr Lys Glu 
3335 3340 3345 



Glu Lys Asp lie Ala Leu Asn Gin Leu Asp Thr Thr Leu Thr Gin 
3350 3355 . 3360 



Ala Asn Val Ser lie Asp Gin Ala Leu Thr Asn Glu Ala Val Asn 
3365 3370 3375 



Arg Ala Lys Glu lie Ala Asn Ser Glu lie Asn Lys lie Ser Val 
3380 3385 3390 



lie Ala lie Lys Lys Pro Glu Ala lie Ala Glu lie Gin Glu Leu 
3395 3400 3405 



Ala Asp Lys Lys Leu Asn Lys Phe Lys Gin Ser Gin Glu Ala Thr 
3410 3415 3420 



lie Glu Glu Lys Gin Ser Ala lie Asn Glu Leu Glu Gin Ala Leu 
3425 3430 3435 



Lys Ser Ala lie Asn His lie His Gin Ser Gin Asn Asn Glu Ser 
3440 3445 3450 



Val Ser Ala Ala Leu Lys Glu Ser lie Ser Leu lie Asp Ser lie 
3455 3460 3465 



Glu lie Gin Ala His Lys Lys Leu Glu Ala Lys Ala Tyr lie Asp 
3470 3475 3480 



Gly Tyr Ser Asp Asp Lys lie Asn Asp lie Ser Ser Arg Ala Thr 
3485 3490 3495 



Asn Glu Glu Lys Gin lie Phe Val Ser Lys Leu Lys Ala Leu lie 
3500 3505 3510 



Asn Arg Thr His Lys Gin lie Asp Glu Ala Glu Thr Phe Val Ser 
3515 3520 3525 



Val Glu Thr lie Val Arg Asn Phe Lys Val Glu Ala Asp Lys Leu 
3530 3535 3540 
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Asn Ser lie Val Arg Lys Lys Ala Lys Ala Ser Lys Glu lie Glu 
3545 3550 3555 



Leu Glu Ala Asp His Val Lys Gin Met lie Asn Ala Asn Leu Ser 
3560 3565 3570 



Ala Ser Thr Arg Val Lys Gin Asn Ala Arg Thr Leu lie Asn Glu 
3575 3580 3585 



lie Val Ser Asn Ala Leu Ser Gin Leu Asn Lys Val Thr Thr Asn 
3590 3595 3600 



Lys Glu Val Asp Glu lie Val Asn Glu Thr lie Glu Lys Leu Lys 
3605 3610 3615 



Ser lie Gin lie Arg Glu Asp Lys lie Leu Ser Ser Gin Arg Ser 
3620 3625 3630 



Ser Thr Ser Met Thr Glu Lys Ser Asn Gin Cys Tyr Ser Ser Glu 
3635 3640 3645 



Asn Asn Thr lie Lys Ser Leu Pro Glu Ala Gly Asn Ala Asp Lys 
3650 3655 3660 



Ser Leu Pro Leu Ala Gly Val Thr Leu lie Ser Gly Leu Ala lie 
3665 3670 3675 



Met Ser Ser Arg Lys Lys Lys Lys Asp Lys Lys Val Asn Asp 
3680 3685 3690 



<210> 49 
<211> 439 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 49 

Leu Asp lie Lys Met Pro Lys Leu Gly Glu Ser Val His Glu Gly Thr 
15 10 15 



lie Glu Gin Trp Leu Val Ser Val Gly Asp His Val Asp Glu Tyr Glu 
20 25 30 



Pro Leu Cys Glu Val lie Thr Asp Lys Val Thr Ala Glu Val Pro Ser 
35 40 45 



Thr He Ser Gly Thr He Thr Glu Leu Val Val Glu Glu Gly Gin Thr 
50 55 60 
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Val Asn lie Asn Thr Val lie Cys Lys lie Asp Ser Glu Asn Gly Gin 
65 70 75 80 



Asn Gin Thr Glu Ser Ala Asn Glu Phe Lys Glu Glu Gin Asn Gin His 
85 90 95 



Ser Gin Ser Asn lie Asn Val Ser Gin Phe Glu Asn Asn Pro Lys Thr 
100 105 110 



His Glu Ser Glu Val His Thr Ala Ser Ser Arg Ala Asn Asn Asn Gly 
115 120 125 



Arg Phe Ser Pro Val Val Phe Lys Leu Ala Ser Glu His Asp lie Asp 
130 135 140 



Leu Thr Gin Val Lys Gly Thr Gly Phe Glu Gly Arg Val Thr Lys Lys 
145 150 155 160 



Asp lie Gin Asn lie lie Asn Asn Pro Asn Asp Gin Glu Lys Glu Lys 
165 170 175 



Glu Phe Lys Gin Thr Asp Lys Lys Asp His Ser Thr Asn His Cys Asp 
180 185 190 



Phe Leu His Gin Ser Ser Thr Lys Asn Glu His Ser Pro Leu Ser Asn 
195 200 205 



Glu Arg Val Val Pro Val Lys Gly lie Arg Lys Ala lie Ala Gin Asn 
210 215 220 



Met Val Thr Ser Val Ser Glu lie Pro His Gly Trp Met Met Val Glu 
225 230 235 240 



Ala Asp Ala Thr Asn Leu Val Gin Thr Arg Asn Tyr His Lys Ala Gin 
245 250 255 



Phe Lys Gin Asn Glu Gly Tyr Asn Leu Thr Phe Phe Ala Phe Phe Val 
260 265 270 



Lys Ala Val Ala Glu Ala Leu Lys Val Asn Pro Leu Leu Asn Ser Thr 
275 280 285 



Trp Gin Gly Asp Glu lie Val lie His Lys Asp lie Asn lie Ser lie 
290 295 300 
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Ala Val Ala Asp Asp Asp Lys Leu Tyr Val Pro Val lie Lys Asn Ala 
305 310 315 320 



Asp Glu Lys Ser lie Lys Gly lie Ala Arg Glu lie Asn Asp Leu Ala 
325 330 335 



Thr Lys Ala Arg Leu Gly Lys Leu Ala Gin Ser Asp Met Gin Asn Gly 
340 345 350 



Thr Phe Thr Val Asn Asn Thr Gly Ser Phe Gly Ser Val Ser Ser Met 
355 360 365 



Gly lie lie Asn His Pro Gin Ala Ala lie Leu Gin Val Glu Ser Val 
370 375 380 



Val Lys Lys Pro Val Val lie Asp Asp Met lie Ala lie Arg Asn Met 
385 390 395 400 



Val Asn Leu Cys lie Ser lie Asp His Arg lie Leu Asp Gly Val Gin 
405 410 415 



Thr Gly Lys Phe Met Asn Leu Val Lys Lys Lys lie Glu Gin Tyr Ser 
420 425 430 



lie Glu Asn Thr Ser lie Tyr 
435 



<210> 50 
<211> 295 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 50 

Met Asn Thr lie lie Glu Glu Tyr Leu Asn Phe lie Gin lie Glu Lys 
15 10 15 



Gly Leu Ser Asn Asn Thr lie Gly Ala Tyr Arg Arg Asp Leu Lys Lys 
20 25 30 



Tyr Lys Asp Tyr Leu Glu Asp Asn Lys lie Ser His lie Asp Phe lie 
35 40 45 



Asp Arg Gin lie lie Gin Glu Cys Leu Gly His Leu lie Asp Met Gly 
50 55 60 



Gin Ser Ser Lys Ser Leu Ala Arg Phe lie Ser Thr lie Arg Ser Phe 
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65 70 75 80 



His Gin Phe Ala Leu Arg Glu Lys Tyr Ala Ala Lys Asp Pro Thr Val 
85 90 95 



Leu lie Glu Thr Pro Lys Tyr Glu Lys Lys Leu Pro Asp Val Leu Glu 
100 105 110 



lie Asp Glu Val lie Ala Leu Leu Glu Thr Pro Asp Leu Thr Lys Asn 
115 120 125 



Asn Gly Tyr Arg Asp Arg Thr Met Leu Glu Leu Leu Tyr Ala Thr Gly 
130 135 140 



Met Arg Val Thr Glu lie lie Gin Leu Asp Val Glu Asp Val Asn Leu 
145 150 155 160 



Met Met Gly Phe Val Arg Val Phe Gly Lys Gly Asn Lys Glu Arg lie 
165 170 175 



Val Pro Leu Gly Asp Thr Val lie Glu Tyr Leu Thr Thr Tyr lie Glu 
180 185 190 



Thr Val Arg Pro Gin Leu Leu Lys Gin Thr Thr Thr Gin Ala Leu Phe 
195 200 205 



Leu Asn Met His Gly Lys Ser Leu Ser Arg Gin Gly lie Trp Lys lie 
210 215 220 



lie Lys Gin Tyr Gly Leu Lys Ala Asn lie Asn Lys Thr Leu Thr Pro 
225 230 235 240 



His Thr Leu Arg His Ser Phe Ala Thr His Leu Leu Glu Asn Gly Ala 
245 250 255 



Asp Leu Arg Ala Val Gin Glu Met Leu Gly His Ser Asp lie Ser Thr 
260 265 270 



Thr Gin Leu Tyr Thr His Val Ser Lys Ser Gin lie Arg Lys Met Tyr 
275 280 285 



Thr Gin Phe His Pro Arg Ala 
290 295 



<210> 51 
<211> 800 



-95- 



<212> PRT 

<213> Staphylococcus epidermidis 



<400> 51 

Met Ser Leu Val Tyr Leu Met Ala Thr Asn Leu Leu Val Met Leu lie 
15 10 15 



Val Leu Phe Thr Leu Ser His Arg Gin Leu Arg Lys Val Ala Gly Tyr 
20 25 30 



Val Ala Leu lie Ala Pro lie Val Thr Ser Thr Tyr Phe lie Met Lys 
35 40 45 



lie Pro Asp Val lie Arg Asn Lys Phe lie Ala Val Arg Leu Pro Trp 
50 55 60 



Met Pro Ser lie Asp lie Asn Leu Asp Leu Arg Leu Asp Gly Leu Ser 
65 70 75 80 



Leu Met Phe Gly Leu lie lie Ser Leu lie Gly Val Gly Val Phe Phe 
85 90 95 



Tyr Ala Thr Gin Tyr Leu Ser His Ser Thr Asp Asn Leu Pro Arg Phe 
100 105 110 



Phe lie Tyr Leu Leu Leu Phe Met Phe Ser Met lie Gly lie Val lie 
115 120 125 



Ala Asn Asn Thr lie Leu Met Tyr Val Phe Trp Glu Leu Thr Ser lie 
130 135 140 



Ser Ser Phe Leu Leu lie Ser Tyr Trp Tyr Asn Asn Gly Glu Ser Gin 
145 150 155 160 



Leu Gly Ala lie Gin Ser Phe Met lie Thr Val Phe Gly Gly Leu Ala 
165 170 175 



Leu Leu Thr Gly Phe lie lie Leu Tyr lie lie Thr Gly Thr Asn Thr 
180 185 190 



lie Thr Asp lie Leu Asn Gin Arg Asn Ala lie Ser Arg His Pro Leu 
195 200 205 



Phe lie Pro Met lie Leu Met Leu Leu Leu Gly Ala Phe Thr Lys Ser 
210 215 220 
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Ala Gin Phe Pro Phe His lie Trp Leu Pro Lys Ala Met Ala Ala Pro 
225 230 235 240 



Thr Pro Val Ser Ala Tyr Leu His Ser Ala Thr Met Val Lys Ala Gly 
245 250 255 



lie Phe Leu Leu Phe Arg Phe Thr Pro Leu Leu Gly Leu Ser Asn Val 
260 265 270 



Tyr lie Tyr Thr Val Thr Phe Val Gly Leu lie Thr Met Leu Phe Gly 
275 280 285 



Ser Leu Thr Ala Leu Arg Gin Tyr Asp Leu Lys Gly lie Leu Ala Tyr 
290 295 300 



Ser Thr lie Ser Gin Leu Gly Met He Met Thr Met Val Gly Leu Gly 
305 310 315 320 



Gly Gly Tyr Ala Gin His Thr Ser Asp Glu Leu Ser Lys Phe Tyr He 
325 330 335 



Leu Val Leu Phe Ala Gly Leu Phe His Leu Met Asn His Ala Val Phe 
340 345 350 



Lys Cys Ala Leu Phe Met Gly Val Gly He He Asp His Glu Ser Gly 
355 360 365 



Thr Arg Asp He Arg Leu Leu Asn Gly Met Arg Lys Val Phe Pro Lys 
370 375 380 



Met His He Val Met Leu Leu Ala Ala Leu Ser Met Ala Gly Val Pro 
385 390 395 400 



Phe Leu Asn Gly Phe Leu Ser Lys Glu Met Phe Leu Asp Ser Leu Thr 
405 410 415 



Lys Ala Asn Glu Leu Asp Gin Tyr Gly Phe Val Leu Thr Phe Val He 
420 425 430 



He Ser He Gly Val He Ala Ser He Leu Thr Phe Thr Tyr Ala Leu 
435 440 445 



Tyr Met He Lys Glu Thr Phe Trp Gly Asn Tyr Asn He Glu Lys Phe 
450 455 460 



Lys Arg Lys Gin He His Glu Pro Trp Leu Phe Ser Leu Pro Ala Val 
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465 470 475 480 



lie Leu Met Leu Leu lie Pro Val lie Phe Phe Val Pro Asn Val Phe 
485 490 495 



Gly Asn Phe Val lie Leu Pro Ala Thr Arg Ser Val Ser Gly lie Gly 
500 505 510 



Ala Glu Val Asp Ala Phe Val Pro His lie Ser Gin Trp His Gly Val 
515 520 525 



Asn Leu Pro Leu lie Leu Ser lie Val Val lie lie lie Gly Leu lie 
530 535 540 



Leu Ala Leu Val Val Asn Trp Lys Glu Val Thr His Gin lie lie Lys 
545 550 555 560 



Ser Ala Ser He Thr Asp Gly Tyr Arg Lys He Tyr Arg Glu Phe Glu 
565 570 575 



Leu Tyr Ser Ala Arg Gly He Arg Ala Leu Met Asn Asn Lys Leu Asn 
580 585 590 



Tyr Tyr He Met He Thr Leu Phe He Phe Val Ala He Val Val Tyr 
595 600 605 



Gly Tyr Leu Thr Val Gly Phe Pro His Val His Gin Leu His He Ser 
610 615 620 



Ser Phe Gly Pro Leu Glu Val He Leu Ser Val Val Thr Leu He He 
625 630 635 640 



Gly He Ser Leu He Phe He Arg Gin Arg Leu Thr Met Val Val Leu 
645 650 655 



Asn Gly Met He Gly Phe Ala Val Thr Leu Tyr Phe He Ala Met Lys 
660 665 670 



Ala Pro Asp Leu Ala Leu Thr Gin Leu Val Val Glu Thr He Thr Thr 
675 680 685 



He Leu Phe He Val Ser Phe Ser Arg Leu Pro Asn He Pro Arg Val 
690 695 700 



Lys Ala Asn Leu Lys Lys Glu Thr Phe Lys He He Val Ser Leu Val 
705 710 715 720 
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Met Ala Leu Thr Val Val Ser Leu lie Phe Val Ala Gin Gin Ala Asp 
725 730 735 



Gly Met Pro Ser lie Ala Lys Phe Tyr Glu Asp Ala Tyr Glu Leu Thr 
740 745 750 



Gly Gly Lys Asn lie Val Asn Ala lie Leu Gly Asp Phe Arg Ala Leu 
755 760 765 



Asp Thr Met Phe Glu Gly Leu Val Leu lie lie Ala Gly Leu Gly lie 
770 775 780 



Tyr Thr Leu Leu Asn Tyr Lys Asp Arg Arg Gly Gin Asp Glu Arg Glu 

795 800 



785 


790 


<210> 


52 


<211> 


892 


<212> 


PRT 


<213> 


Staphylococcus epidermidis 


<400> 


52 



Leu Phe Gly Leu Gly His Asn Glu Ala Lys Ala Glu Glu Asn Thr Val 
15 10 15 



Gin Asp Val Lys Asp Ser Asn Met Asp Asp Glu Leu Ser Asp Ser Asn 
20 25 30 



Asp Gin Ser Ser Asn Glu Glu Lys Asn Asp Val lie Asn Asn Ser Gin 
35 40 45 



Ser lie Asn Thr Asp Asp Asp Asn Gin lie Lys Lys Glu Glu Thr Asn 
50 55 60 



Ser Asn Asp Ala lie Glu Asn Arg Ser Lys Asp lie Thr Gin Ser Thr 
65 70 75 80 



Thr Asn Val Asp Glu Asn Glu Ala Thr Phe Leu Gin Lys Thr Pro Gin 
85 90 95 



Asp Asn Thr Gin Leu Lys Glu Glu Val Val Lys Glu Pro Ser Ser Val 
100 105 110 



Glu Ser Ser Asn Ser Ser Met Asp Thr Ala Gin Gin Pro Ser His Thr 
115 120 125 
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Thr lie Asn Ser Glu Ala Ser lie Gin Thr Ser Asp Asn Glu Glu Asn 
130 135 140 



Ser Arg Val Ser Asp Phe Ala Asn Ser Lys lie lie Glu Ser Asn Thr 
145 150 155 160 



Glu Ser Asn Lys Glu Glu Asn Thr lie Glu Gin Pro Asn Lys Val Arg 
165 170 175 



Glu Asp Ser lie Thr Ser Gin Pro Ser Ser Tyr Lys Asn lie Asp Glu 
180 185 190 



Lys lie Ser Asn Gin Asp Glu Leu Leu Asn Leu Pro lie Asn Glu Tyr 
195 200 205 



Glu Asn Lys Val Arg Pro Leu Ser Thr Thr Ser Ala Gin Pro Ser Ser 
210 215 220 



Lys Arg Val Thr Val Asn Gin Leu Ala Ala Glu Gin Gly Ser Asn Val 
225 230 235 240 



Asn His Leu lie Lys Val Thr Asp Gin Ser lie Thr Glu Gly Tyr Asp 
245 250 255 



Asp Ser Asp Gly lie lie Lys Ala His Asp Ala Glu Asn Leu lie Tyr 
260 265 270 



Asp Val Thr Phe Glu Val Asp Asp Lys Val Lys Ser Gly Asp Thr Met 
275 280 285 



Thr Val Asn lie Asp Lys Asn Thr Val Pro Ser Asp Leu Thr Asp Ser 
290 295 300 



Phe Ala lie Pro Lys lie Lys Asp Asn Ser Gly Glu lie lie Ala Thr 
305 310 315 320 



Gly Thr Tyr Asp Asn Thr Asn Lys Gin lie Thr Tyr Thr Phe Thr Asp 
325 330 335 



Tyr Val Asp Lys Tyr Glu Asn lie Lys Ala His Leu Lys Leu Thr Ser 
340 345 350 



Tyr lie Asp Lys Ser Lys Val Pro Asn Asn Asn Thr Lys Leu Asp Val 
355 360 365 



Glu Tyr Lys Thr Ala Leu Ser Ser Val Asn Lys Thr lie Thr Val Glu 
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370 375 380 



Tyr Gin Lys Pro Asn Glu Asn Arg Thr Ala Asn Leu Gin Ser Met Phe 
385 390 395 400 



Thr Asn lie Asp Thr Lys Asn His Thr Val Glu Gin Thr lie Tyr lie 
405 410 415 



Asn Pro Leu Arg Tyr Ser Ala Lys Glu Thr Asn Val Asn lie Ser Gly 
420 425 430 



Asn Gly Asp Glu Gly Ser Thr lie lie Asp Asp Ser Thr lie lie Lys 
435 440 445 



Val Tyr Lys Val Gly Asp Asn Gin Asn Leu Pro Asp Ser Asn Arg lie 
450 455 460 



Tyr Asp Tyr Ser Glu Tyr Glu Asp Val Thr Asn Asp Asp Tyr Ala Gin 
465 470 475 480 



Leu Gly Asn Asn Asn Asp Val Asn lie Asn Phe Gly Asn lie Asp Ser 
485 490 495 



Pro Tyr lie lie Lys Val lie Ser Lys Tyr Asp Pro Asn Lys Asp Asp 
500 505 510 



Tyr Thr Thr lie Gin Gin Thr Val Thr Met Gin Thr Thr lie Asn Glu 
515 520 525 



Tyr Thr Gly Glu Phe Arg Thr Ala Ser Tyr Asp Asn Thr lie Ala Phe 
530 535 540 



Ser Thr Ser Ser Gly Gin Gly Gin Gly Asp Leu Pro Pro Glu Lys Thr 
545 550 555 560 



Tyr Lys lie Gly Asp Tyr Val Trp Glu Asp Val Asp Lys Asp Gly lie 
565 570 575 



Gin Asn Thr Asn Asp Asn Glu Lys Pro Leu Ser Asn Val Leu Val Thr 
580 585 590 



Leu Thr Tyr Pro Asp Gly Thr Ser Lys Ser Val Arg Thr Asp Glu Glu 
595 600 605 



Gly Lys Tyr Gin Phe Asp Gly Leu Lys Asn Gly Leu Thr Tyr Lys lie 
610 615 620 
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Thr Phe Glu Thr Pro Glu Gly Tyr Thr Pro Thr Leu Lys His Ser Gly 
625 630 635 640 



Thr Asn Pro Ala Leu Asp Ser Glu Gly Asn Ser Val Trp Val Thr lie 
645 650 655 



Asn Gly Gin Asp Asp Met Thr lie Asp Ser Gly Phe Tyr Gin Thr Pro 
660 665 670 



Lys Tyr Ser Leu Gly Asn Tyr Val Trp Tyr Asp Thr Asn Lys Asp Gly 
675 680 685 



lie Gin Gly Asp Asp Glu Lys Gly lie Ser Gly Val Lys Val Thr Leu 
690 695 700 



Lys Asp Glu Asn Gly Asn lie lie Ser Thr Thr Thr Thr Asp Glu Asn 
705 710 715 720 



Gly Lys Tyr Gin Phe Asp Asn Leu Asn Ser Gly Asn Tyr lie Val His 
725 730 735 



Phe Asp Lys Pro Ser Gly Met Thr Gin Thr Thr Thr Asp Ser Gly Asp 
740 745 750 



Asp Asp Glu Gin Asp Ala Asp Gly Glu Glu Val His Val Thr lie Thr 
755 760 765 



Asp His Asp Asp Phe Ser lie Asp Asn Gly Tyr Tyr Asp Asp Asp Ser 
770 775 780 



Asp Ser Asp Ser Asp Ser Asp Ser Asp Ser Asp Asp Ser Asp Ser Asp 
785 790 795 800 



Ser Asp Ser Asp Ser Asp Ser Asp Ser Asp Ser Asp Ser Asp Ser Asp 
805 810 815 



Ser Asp Ser Asp Ser Asp Ser Asp Ser Asp Ser Asp Ser Asp Ser Asp 
820 825 830 



Ser Asp Ser Asp Ser Asp Ser Gly Leu Asp Asn Ser Ser Asp Lys Asn 
835 840 845 



Thr Lys Asp Lys Leu Pro Asp Thr Gly Ala Asn Glu Asp His Asp Ser 
850 855 860 
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Lys Gly Thr Leu Leu Gly Ala Leu Phe Ala Gly Leu Gly Ala Leu Leu 
865 870 875 880 



Leu Gly Lys Arg Arg Lys Asn Arg Lys Asn Lys Asn 
885 890 



<210> 53 

<211> 484 

<212> PRT 

<213> Staphylococcus epidermidis 

<400> 53 

Met Ser Glu Arg lie Arg Val Arg Tyr Ala Pro Ser Pro Thr Gly Tyr 
1 5 10 15 



Leu His lie Gly Asn Ala Arg Thr Ala Leu Phe Asn Tyr Leu Phe Ala 
20 25 30 



Lys His Tyr Asn Gly Asp Phe Val Val Arg lie Glu Asp Thr Asp Ser 
35 40 45 



Lys Arg Asn Leu Glu Asp Gly Glu Ser Ser Gin Phe Asp Asn Leu Lys 
50 55 60 



Trp Leu Gly Leu Asp Trp Asp Glu Ser Val Asp Lys Asp Lys Gly Phe 
65 70 75 80 



Gly Pro Tyr Arg Gin Ser Glu Arg Ala Glu lie Tyr Asn Pro Leu lie 
85 90 95 



Gin Gin Leu Leu Glu Glu Asp Lys Ala Tyr Lys Cys Tyr Met Thr Glu 
100 105 110 



Glu Glu Leu Glu Ala Glu Arg Glu Ala Gin lie Ala Arg Gly Glu Met 
115 120 125 



Pro Arg Tyr Gly Gly Gin His Ala His Leu Thr Glu Glu Gin Arg Gin 
130 135 140 



Gin Tyr Glu Ala Glu Gly Arg Lys Pro Ser lie Arg Phe Arg Val Pro 
145 150 155 160 



Lys Asp Gin Thr Tyr Thr Phe Asn Asp Met Val Lys Gly Glu lie Ser 
165 170 175 



Phe Glu Ser Asp Asn lie Gly Asp Trp Val lie Val Lys Lys Asp Gly 
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180 



185 



190 



Val Pro Thr Tyr Asn Phe Ala Val Ala Val Asp Asp His Tyr Met Gin 
195 200 205 



lie Ser Asp Val lie Arg Gly Asp Asp His Val Ser Asn Thr Pro Lys 
210 215 220 



Gin Leu Met lie Tyr Glu Ala Phe Gly Trp Glu Ala Pro Arg Phe Gly 
225 230 235 240 



His Met Ser Leu lie Val Asn Glu Glu Arg Lys Lys Leu Ser Lys Arg 
245 250 255 



Asp Gly Gin lie Leu Gin Phe lie Glu Gin Tyr Arg Asp Leu Gly Tyr 
260 265 270 



Leu Pro Glu Ala Leu Phe Asn Phe lie Thr Leu Leu Gly Trp Ser Pro 
275 280 285 



Glu Gly Glu Glu Glu lie Phe Ser Lys Glu Glu Phe lie Lys lie Phe 
290 295 300 



Asp Glu Lys Arg Leu Ser Lys Ser Pro Ala Met Phe Asp Arg Gin Lys 
305 310 315 320 



Leu Ala Trp Val Asn Asn Gin Tyr Met Lys Thr Lys Asp Thr Glu Thr 
325 330 335 



Val Phe Glu Leu Ala Leu Pro His Leu lie Lys Ala Asn Leu lie Pro 
340 345 350 



Glu Asn Pro Ser Glu Lys Asp Arg Glu Trp Gly Arg Lys Leu lie Ala 
355 360 365 



Leu Tyr Gin Lys Glu Met Ser Tyr Ala Gly Glu lie Val Pro Leu Ser 
370 375 380 



Glu Met Phe Phe His Glu Met Pro Glu Leu Gly Lys Asp Glu Gin Glu 
385 390 395 400 



Val Leu Gin Gly Glu Gin Val Pro Glu Leu Met Asn His Leu Tyr Gly 
405 410 415 



Lys Leu Glu Ser Leu Glu Ser Phe Glu Ala Thr Glu lie Lys Lys Met 
420 425 430 
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He Lys Glu Val Gin Lys Glu Thr Gly He Lys Gly Lys Gin Leu Phe 
435 440 445 



Met Pro He Arg Val Ala Val Thr Gly Gin Met His Gly Pro Glu Leu 
450 455 460 



Pro Asn Thr He Glu Val Leu Gly Lys Asp Lys Val Leu Ser Arg Leu 
465 470 475 480 



Lys Asn Leu Val 



<210> 54 

<211> 296 

<212> PRT 

<213> Staphylococcus epidermidis 

<400> 54 



Met Glu Tyr Lys Asp He Ala Thr Pro Ser Arg Thr Arg Ala Leu Leu 
15 10 15 



Asp Gin Tyr Gly Phe Asn Phe Lys Lys Ser Leu Gly Gin Asn Phe Leu 
20 25 30 



He Asp Val Asn He He Asn Lys He He Glu Ala Ser His He Asp 
35 40 45 



Cys Thr Thr Gly Val He Glu Val Gly Pro Gly Met Gly Ser Leu Thr 
50 55 60 



Glu Gin Leu Ala Lys Asn Ala Lys Lys Val Met Ala Phe Glu He Asp 
65 70 75 80 



Gin Arg Leu He Pro Val Leu Lys Asp Thr Leu Ser Pro Tyr Asp Asn 
85 90 95 



Val Thr He He Asn Glu Asp He Leu Lys Ala Asp He Ala Lys Ala 
100 105 110 



Val Asp Thr His Leu Gin Asp Cys Asp Lys He Met Val Val Ala Asn 
115 120 125 



Leu Pro Tyr Tyr He Thr Thr Pro He Leu Leu Asn Leu Met Gin Gin 
130 135 140 
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Asp Val Pro lie Asp Gly Phe Val Val Met Met Gin Lys Glu Val Gly 
145 150 155 160 



Glu Arg Leu Asn Ala Gin Val Gly Thr Lys Ala Tyr Gly Ser Leu Ser 
165 170 175 



lie Val Ala Gin Tyr Tyr Thr Glu Thr Ser Lys Val Leu Thr Val Pro 
180 185 190 



Lys Thr Val Phe Met Pro Pro Pro Asn Val Asp Ser lie Val Val Lys 
195 200 205 



Leu Met Gin Arg Gin Glu Pro Leu Val Gin Val Asp Asp Glu Glu Gly 
210 215 220 



Phe Phe Lys Leu Ala Lys Ala Ala Phe Ala Gin Arg Arg Lys Thr lie 
225 230 235 240 



Asn Asn Asn Tyr Gin Asn Phe Phe Lys Asp Gly Lys Lys Asn Lys Glu 
245 250 255 



Thr lie Arg Gin Trp Leu Glu Ser Ala Gly lie Asp Pro Lys Arg Arg 
260 265 270 



Gly Glu Thr Leu Thr lie Gin Asp Phe Ala Thr Leu Tyr Glu Gin Lys 
275 280 285 



Lys Lys Phe Ser Glu Leu Thr Asn 
290 295 



<210> 55 
<211> 106 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 55 

Met Thr Ser Asn His His Ala Pro Tyr Asp Leu Gly Tyr Thr Arg Ala 
15 10 15 



Thr Met Asp Asn Thr Lys Gly Ser Glu Thr Ala Arg Ser Ser Lys Ser 
20 25 30 



His Lys Val Val Leu Ser Ser Asp Cys Ser Leu Gin Leu Asp Tyr Met 
35 40 45 



Lys Leu Glu Ser Leu Val lie Val Asp Gin His Ala Thr Val Asn Thr 
50 55 60 
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Phe Pro Gly Leu Val His Thr Ala Arg His Thr Thr Arg Val Cys Asn 
65 70 75 80 



Thr Arg Ser Arg Trp Ser Asn His Leu Glu Leu Ala Val Glu Gly Gly 
85 90 95 



Thr Asn Asp Trp Gly Glu Val Val Thr Arg 
100 105 



<210> 56 
<211> 442 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 56 

Met Phe Phe Lys Gin Phe Tyr Asp Lys His Leu Ser Gin Ala Ser Tyr 
15 10 15 



Leu lie Gly Cys Gin Lys Thr Gly Glu Ala Met lie lie Asp Pro lie 
20 25 30 



Arg Asp Leu Ser Ser Tyr lie Arg Val Ala Asp Glu Glu Gly Leu Thr 
35 40 45 



lie Thr His Ala Ala Glu Thr His lie His Ala Asp Phe Ala Ser Gly 
50 55 60 



'lie Arg Asp Val Ala lie Lys Leu Asn Ala Ser lie Tyr Val Ser Gly 
65 70 75 80 



Glu Ser Asp Asp Thr Leu Gly Tyr Lys Asn Met Pro Asn Gin Thr His 
85 90 95 



Phe Val Gin His Asn Asp Asp lie Tyr Val Gly Asn lie Lys Leu Lys 
100 105 110 



Val Leu His Thr Pro Gly His Thr Pro Glu Ser lie Ser Phe Leu Leu 
115 120 125 



Thr Asp Glu Gly Ala Gly Ala Gin Val Pro Met Gly Leu Phe Ser Gly 
130 135 140 



Asp Phe lie Phe Val Gly Asp lie Gly Arg Pro Asp Leu Leu Glu Lys 
145 150 155 160 
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Ala Val Lys Val Glu Gly Ser Ser Glu lie Gly Ala Lys Gin Met Phe 
165 170 175 



Lys Ser lie Glu Ser lie Lys Asp Leu Pro Asn Tyr lie Gin lie Trp 
180 185 190 



Pro Gly His Gly Ala Gly Ser Pro Cys Gly Lys Ser Leu Gly Ala lie 
195 200 205 



Pro Thr Ser Thr Leu Gly Tyr Glu Lys Gin Thr Asn Trp Ala Phe Ser 
210 215 220 



Glu Asn Asn Glu Ala Thr Phe lie Asp Lys Leu lie Ser Asp Gin Pro 
225 230 235 240 



Ala Pro Pro His His Phe Ala Gin Met Lys Lys lie Asn Gin Phe Gly 
' 245 250 255 



Met Asn Leu Tyr Gin Pro Tyr Thr Val Tyr Pro Ala Thr Asn Thr Asn 
260 265 270 



Arg Leu Thr Phe Asp Leu Arg Ser Lys Glu Ala Tyr His Gly Gly His 
275 280 285 



lie Glu Gly Thr lie Asn lie Pro Tyr Asp Lys Asn Phe lie Asn Gin 
290 295 300 



lie Gly Trp Tyr Leu Asn Tyr Asp Gin Glu lie Asn Leu lie Gly Glu 
305 310 315 320 



Tyr His Leu Val Ser Lys Ala Thr His Thr Leu Gin Leu lie Gly Tyr 
325 330 335 



Asp Asp Val Ala Gly Tyr Gin Leu Pro Gin Ser Lys lie Gin Thr Arg 
340 345 350 



Ser lie His Ser Glu Asp lie Thr Gly Asn Glu Ser His lie Leu Asp 
355 360 365 



Val Arg Asn Asp Asn Glu Trp Asn Asn Gly His Leu Ser Gin Ala Val 
370 375 380 



His Val Pro His Gly Lys Leu Leu Glu Thr Asp Leu Pro Phe Asn Arg 
385 390 395 400 



Asn Asp Val lie Tyr Val His Cys Gin Ser Gly lie Arg Ser Ser lie 
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405 410 415 



Ala lie Gly lie Leu Glu His Lys Gly Tyr His Asn lie lie Asn Val 
420 425 430 



Asn Glu Gly Tyr Lys Asp lie His Leu Ser 





435 


440 


<210> 


57 




<211> 


285 




<212> 


PRT 




<213> 


Staphylococcus 


epidermidis 


<400> 


57 





Leu Lys Lys lie Leu Val Leu Ser Leu Thr Ala Phe Leu Val Leu Ala 
15 10 15 



Gly Cys Asn Ser Gly Asp Lys Thr Asp Thr Lys Asp Lys Lys Glu Glu 
20 25 30 



Thr Lys Gin Thr Ser Lys Ala Asn Lys Glu Asn Lys Glu Gin His His 
35 40 45 



Lys Gin Glu Asn Asp Asn Lys Ala Ser Thr Gin Leu Ser Glu Lys Glu 
50 55 60 



Arg Leu Ala Leu Ala Phe Tyr Ala Asp Gly Val Glu Lys Tyr Met Leu 
65 70 75 80 



Thr Lys Asn Glu Val Leu Thr Gly Val Tyr Asp Tyr Gin Lys Gly Asn 
85 90 95 



Glu Thr Glu Lys Lys Gin Met Glu Gin Leu Met Leu Glu Lys Ala Asp 
100 105 110 



Ser Met Lys Asn Ala Pro Lys Asp Met Lys Phe Tyr Gin Val Tyr Pro 
115 120 125 



Ser Lys Gly Gin Phe Ala Ser lie Val Gly Val Asn Lys Asn Lys lie 
130 135 140 



Phe lie Gly Ser Thr Gin Gly Ala Leu lie Asp Tyr Gin Thr Leu Leu 
145 150 155 160 



Asn Asn Gly Lys Glu Leu Asp lie Ser Gin Leu Tyr Glu Asp Asn Lys 
165 170 175 
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Asp Asn Arg Ser Leu Glu Glu Met Lys Asn Lys lie Glu lie Val Asp 
180 185 190 



Ser Gly Ala Ala Gin Lys Ala Asp Asp Pro Asp Lys Asn Ser Ala Asn 
195 200 205 



Thr Met Ala His Met Arg Ser Gin lie Tyr Glu Lys lie Ser Asp Phe 
210 215 220 



Asp Gly Lys Leu Asp Asn Lys Thr Tyr Leu Trp Asp Asn lie Arg lie 
225 230 235 240 



Asn Asp Asp Gly Asn Trp Thr Val His Tyr Arg Asn His Asp Gly Glu 
245 250 255 



lie Met Gly Thr Tyr Lys Ser Glu Lys Asn Lys lie lie Lys Leu Asp 
260 265 270 



Gin Asn Gly Asn Lys lie Lys Glu Gin Gin Met Ser Asn 
275 280 285 



<210> 58 
<211> 498 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 58 

Met Ala Asn Lys Glu Ser Lys Asn Val Val lie lie Gly Ala Gly Val 
15 10 15 



Leu Ser Thr Thr Phe Gly Ser Met lie Lys Glu Leu Glu Pro Asp Trp 
20 25 30 



Asn lie Lys Leu Tyr Glu Arg Leu Asp Arg Pro Gly lie Glu Ser Ser 
35 40 45 



Asn Glu Arg Asn Asn Ala Gly Thr Gly His Ala Ala Leu Cys Glu Leu 
50 55 60 



Asn Tyr Thr Val Gin Gin Pro Asp Gly Ser lie Asp lie Glu Lys Ala 
65 70 75 80 



Lys Glu lie Asn Glu Gin Phe Glu lie Ser Lys Gin Phe Trp Gly His 
85 90 95 



Leu Val Lys Ser Gly Asn lie Ser Asn Pro Arg Asp Phe lie Asn Pro 
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100 



105 



110 



Leu Pro His lie Ser Phe Val Arg Gly Lys Asn Asn Val Lys Phe Leu 
115 120 125 



Lys Asn Arg Tyr Glu Ala Met Arg Asn Phe Pro Met Phe Asp Asn lie 
130 135 140 



Glu Tyr Thr Glu Asp lie Glu Glu Met Arg Lys Trp Met Pro Leu Met 
145 150 155 160 



Met Thr Gly Arg Thr Gly Asn Glu lie Met Ala Ala Ser Lys lie Asp 
165 170 175 



Glu Gly Thr Asp Val Asn Tyr Gly Glu Leu Thr Arg Lys Met Ala Lys 
180 185 190 



Ser lie Glu Lys His Pro Asn Ala Asp Val Gin Tyr Asn His Glu Val 
195 200 205 



lie Asn Phe Asn Arg Arg Lys Asp Gly lie Trp Glu Val Lys Val Lys 
210 215 220 



Asn Arg Asn Ser Gly Asp Val Glu Thr Val Leu Ala Asp Tyr Val Phe 
225 230 235 240 



lie Gly Ala Gly Gly Gly Ala lie Pro Leu Leu Gin Lys Thr Gly lie 
245 250 255 



Pro Glu Ser Lys His Leu Gly Gly Phe Pro lie Ser Gly Gin Phe Leu 
260 265 270 



lie Cys Thr Asn Pro Asp Val lie Asn Glu His Asp Val Lys Val Tyr 
275 280 285 



Gly Lys Glu Pro Pro Gly Thr Pro Pro Met Thr Val Pro His Leu Asp 
290 295 300 



Thr Arg Tyr lie Asp Gly Glu Arg Thr Leu Leu Phe Gly Pro Phe Ala 
305 310 315 320 



Asn lie Gly Pro Lys Phe Leu Arg Asn Gly Ser Asn Leu Asp Leu Phe 
325 330 335 



Lys Ser Val Lys Pro Tyr Asn lie Thr Thr Leu Leu Ala Ser Ala Val 
340 345 350 
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Lys Asn Leu Pro Leu lie Lys Tyr Ser lie Asp Gin Val Leu Met Thr 
355 360 365 



Lys Glu Gly Cys Met Asn His Leu Arg Thr Phe Tyr Pro Glu Ala Arg 
370 375 380 



Asp Glu Asp Trp Gin Leu Tyr Thr Ala Gly Lys Arg Val Gin Val lie 
385 390 395 400 



Lys Asp Thr Lys Glu His Gly Lys Gly Phe lie Gin Phe Gly Thr Glu 
405 410 415 



Val Val Asn Ser Lys Asp His Ser Val lie Ala Leu Leu Gly Glu Ser 
420 425 430 



Pro Gly Ala Ser Thr Ser Val Ser Val. Ala Leu Glu Val Leu Glu Lys 
435 440 445 



Asn Phe Ala Glu Tyr Glu Lys Asp Trp Thr Pro Lys Leu Gin Lys Met 
450 455 460 



lie Pro Ser Tyr Gly Lys Ser Leu lie Asp Asp Val Lys Leu Met Arg 
465 470 475 I 480 



Ala Thr Arg Lys Gin Thr Ser Lys Asp Leu Glu Leu Asn Tyr Tyr Glu 
485 490 495 



Ser Lys 



<210> 59 
<211> 516 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 59 

Met Lys lie Phe Lys Thr Leu Ser Ser lie Leu Val Thr Ser Val Leu 
15 10 15 



Ser Val Thr Val lie Pro Ser Thr Phe Ala Ser Thr Glu Ser Thr Ala 
20 25 30 



Thr Asn Gin Thr Gin Gin Thr Val Leu Phe Asp Asn Ser His Ala Gin 
35 40 45 
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Thr Ala Gly Ala Ala Asp Trp Val lie Asp Gly Ala Phe Ser Asp Tyr 
50 55 60 



Ala Asp Ser Met Arg Lys Gin Gly Tyr Gin Val Lys Glu Leu Glu Gly 
65 70 75 80 



Glu Ser Asn lie Ser Asp Gin Ser Leu Gin Gin Ala His Val Leu Val 
85 90 95 



lie Pro Glu Ala Asn Asn Pro Phe Lys Glu Asn Glu Gin Lys Ala lie 
100 105 110 



lie Asn Phe Val Lys Asn Gly Gly Ser Val lie Phe lie Ser Asp His 
115 120 125 



Tyr Asn Ala Asp Arg Asn Leu Asn Arg lie Asp Ser Ser Glu Ser Met 
130 135 140 



Asn Gly Tyr Arg Arg Gly Ala Tyr Glu Asn Met Thr Lys Asp Met Asn 
145 150 155 160 



Asn Glu Glu Lys Asn Ser Asn Val Met His Asn Val Lys Ser Ser Asp 
165 170 175 



Trp Leu Ser Gin Asn Phe Gly Val Arg Phe Arg Tyr Asn Ala Leu Gly 
180 185 190 



Asp lie Asn Thr Gin Asn lie Val Ser Ser Lys Asp Ser Phe Gly lie 
195 200 205 



Thr Lys Gly Val Gin Ser Val Ser Met His Ala Gly Ser Thr Leu Ala 
210 215 220 



lie Thr Asp Pro Asn Lys Ala Lys Gly lie lie Tyr Met Pro Glu His 
225 230 235 240 



Leu Thr His Ser Gin Lys Trp Pro His Ala Val Asp Gin Gly He Tyr 
245 250 255 



Asn Gly Gly Gly He Asn Glu Gly Pro Tyr Val Ala He Ser Lys He 
260 265 270 



Gly Lys Gly Lys Ala Ala Phe He Gly Asp Ser Ser Leu Val Glu Asp 
275 280 285 



Arg Ser Pro Lys Tyr Leu Arg Glu Asp Asn Gly Lys Pro Lys Lys Thr 



-113- 



290 295 300 



Tyr Asp Gly Phe Lys Glu Gin Asp Asn Gly Lys Leu Leu Asn Asn Leu 
305 310 315 320 



Thr Thr Trp Leu Gly Lys Lys Glu Ser Gin Ser Ser Met Lys Asp Met 
325 330 335 



Gly lie Lys Leu Asp Asn Lys Thr Pro Leu Leu Asn Phe Glu Gin Pro 
340 345 350 



Glu Asn Ser lie Glu Pro Gin Lys Glu Pro Trp Thr Asn Pro lie Glu 
355 360 365 



Gly Tyr Lys Trp Tyr Asp Arg Ser Thr Phe Lys Thr Gly Ser Tyr Gly 
370 375 380 



Ser Asn Gin Arg Gly Ala Asp Asp Gly Val Asp Asp Lys Ser Ser Ser 
385 390 395 400 



His Gin Asn Gin Asn Ala Lys Val Glu Leu Thr Leu Pro Gin Asn lie 
405 410 415 



Gin Pro His His Pro Phe Gin Phe Thr lie Lys Leu Thr Gly Tyr Glu 
420 425 430 



Pro Asn Ser Thr lie Ser Asp Val Arg Val Gly Leu Tyr Lys Asp Gly 
435 440 445 



Gly Lys Gin lie Gly Ser Phe Ser Ser Asn Arg Asn Gin Phe Asn Thr 
450 455 460 



Leu Gly Tyr Ser Pro Gly Gin Ser lie Lys Ala Asn Gly Ala Gly Glu 
465 470 475 480 



Ala Ser Phe Thr Leu Thr Ala Lys Val Thr Asp Glu lie Lys Asp Ala 
485 490 495 



Asn lie Arg Val Lys Gin Gly Lys Lys lie Leu Leu Thr Gin Lys Met 
500 505 510 



Asn Glu Asn Phe 
515 



<210> 60 
<211> 84 
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<212> PRT 

<213> Staphylococcus epidermidis 



<400> 60 

Gly Thr Pro Leu Glu Leu Val Phe Val Asn Thr Leu Gly Pro Lys Pro 
1 5 10 15 



Cys Phe Ala Lys Pro Asn Lys lie Leu Leu Leu Glu Tyr lie Pro Leu 
20 25 30 



Phe Val Ala Asp Ala Ala Ala Val Lys Thr Thr Lys Leu Thr Met Pro 
35 40 45 



Ala Ala Lys Gly Thr Pro lie Ser Val Asn Asn Leu Thr Asn Gly Leu 
50 55 60 



Leu Ser Gly Ser Thr Leu Asn His Gly Met Thr Asp Met lie Thr Ser 
65 70 75 80 



Lys Pro Pro lie 



<210> 61 
<211> 54 
<212> PRT 

<213> Staphylococcus epidermidis 
<400> 61 

Ser Ser Leu Ser Thr lie lie Pro Phe Ser Leu Gly Ala Leu Gly Lys 
15 10 15 



Phe Asn Ser Phe lie Glu Gin lie lie Pro Leu Glu Ser Thr Pro Arg 
20 25 30 



Asn Trp Ala Ser Leu lie Thr lie Pro Leu Gly lie Thr Ala Pro Thr 
35 40 45 



Phe Ala Thr Thr Thr Phe 
50 



<210> 62 
<211> 116 
<212> PRT 

<213> Staphylococcus aureus 
<400> 62 

Met Lys Phe Lys Lys Tyr lie Leu Thr Gly Thr Leu Ala Leu Leu Leu 
15 10 15 
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Ser Ser Thr Gly lie Ala Thr lie Glu Gly Asn Lys Ala Asp Ala Ser 
20 25 30 



Ser Leu Asp Lys Tyr Leu Thr Glu Ser Gin Phe His Asp Lys Arg lie 
35 40 45 



Ala Glu Glu Leu Arg Thr Leu Leu Asn Lys Ser Asn Val Tyr Ala Leu 
50 55 60 



Ala Ala Gly Ser Leu Asn Pro Tyr Tyr Lys Arg Thr lie Met Met Asn 
65 70 75 80 



Glu Tyr Arg Ala Lys Ala Ala Leu Lys Lys Asn Asp Phe Val Ser Met 
85 90 95 



Ala Asp Ala Lys Val Ala Leu Glu Lys lie Tyr Lys Glu lie Asp Glu 
100 105 110 



lie lie Asn Arg 
115 



<210> 63 
<211> 11 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Peptide 

<400> 63 

Lys Leu Lys Leu Leu Leu Leu Leu Lys Leu Lys 
15 10 

<210> 64 
<211> 36 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
Peptide 

<400> 64 

Arg Leu Ala Gly Leu Leu Arg Lys Gly Gly Glu Lys lie Gly Glu Lys 
15 10 15 

Leu Lys Lys lie Gly Gin Lys lie Lys Asn Phe Phe Gin Lys Leu Val 
20 25 30 

Pro Gin Pro Glu 
35 
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